SEQUENCE LISTING 

<110> Peoples, Oliver P 
Madison, Lara L 
Huisman, Gjalt W 

<120> Enzymes for Biopolymer Production 

<130> MBX 030 

<140> unknown 
<141> 1999-07-30 

<150> 60/094,674 
<151> 1998-07-30 

<160> 61 

<170> Patentin Ver. 2.0 

<210> 1 
<211> 1182 
<212> DNA 

<213> Alcaligenes eutrophus 
<220> 

<221> gene 

<222> (1) . . (1182) 

<223> phbA gene 

<400> 1 

atgactgacg ttgtcatcgt atccgccgcc cgcaccgcgg tcggcaagtt tggcggctcg 60 
ctggccaaga tcccggcacc ggaactgggt gccgtggtca tcaaggccgc gctggagcgc 12 0 
gccggcgtca agccggagca ggtgagcgaa gtcatcatgg gccaggtgct gaccgccggt 180 
tcgggccaga accccgcacg ccaggccgcg atcaaggccg gcctgccggc gatggtgccg 240 
gccatgacca tcaacaaggt gtgcggctcg ggcctgaagg ccgtgatgct ggccgccaac 300 
gcgatcatgg cgggcgacgc cgagatcgtg gtggccggcg gccaggaaaa catgagcgcc 3 60 
gccccgcacg tgctgccggg ctcgcgcgat ggtttccgca tgggcgatgc caagctggtc 42 0 
gacaccatga tcgtcgacgg cctgtgggac gtgtacaacc agtaccacat gggcatcacc 480 
gccgagaacg tggccaagga atacggcatc acacgcgagg cgcaggatga gttcgccgtc 540 
ggctcgcaga acaaggccga agccgcgcag aaggccggca agtttgacga agagatcgtc 600 
ccggtgctga tcccgcagcg caagggcgac ccggtggcct tcaagaccga cgagttcgtg 66 0 
cgccagggcg ccacgctgga cagcatgtcc ggcctcaagc ccgccttcga caaggccggc 72 0 
acggtgaccg cggccaacgc ctcgggcctg aacgacggcg ccgccgcggt ggtggtgatg 7 80 
tcggcggcca aggccaagga actgggcctg accccgctgg ccacgatcaa gagctatgcc 840 
aacgccggtg tcgatcccaa ggtgatgggc atgggcccgg tgccggcctc caagcgcgcc 900 
ctgtcgcgcg ccgagtggac cccgcaagac ctggacctga tggagatcaa cgaggccttt 960 
gccgcgcagg cgctggcggt gcaccagcag atgggctggg acacctccaa ggtcaatgtg 1020 



1 



aacggcggcg ccatcgccat cggccacccg atcggcgcgt cgggctgccg tatcctggtg 10 80 
acgctgctgc acgagatgaa gcgccgtgac gcgaagaagg gcctggcctc gctgtgcatc 1140 
ggcggcggca tgggcgtggc gctggcagtc gagcgcaaat aa 1182 



<210> 2 
<211> 393 
<212> PRT 

<213> Alcaligenes eutrophus 
<220> 

<221> PEPTIDE 

<222> (1)..(393) 

<223> beta-ketothiolase 

<400> 2 

Met Thr Asp Val Val lie Val Ser Ala Ala Arg Thr Ala Val Gly Lys 
15 10 15 

Phe Gly Gly Ser Leu Ala Lys lie Pro Ala Pro Glu Leu Gly Ala Val 
20 25 30 

Val lie Lys Ala Ala Leu Glu Arg Ala Gly Val Lys Pro Glu Gin Val 
35 40 45 

Ser Glu Val lie Met Gly Gin Val Leu Thr Ala Gly Ser Gly Gin Asn 
50 55 60 

Pro Ala Arg Gin Ala Ala lie Lys Ala Gly Leu Pro Ala Met Val Pro 
65 70 75 80 

Ala Met Thr lie Asn Lys Val Cys Gly Ser Gly Leu Lys Ala Val Met 
85 90 95 

Leu Ala Ala Asn Ala lie Met Ala Gly Asp Ala Glu lie Val Val Ala 
100 105 110 

Gly Gly Gin Glu Asn Met Ser Ala Ala Pro His Val Leu Pro Gly Ser 
115 120 125 

Arg Asp Gly Phe Arg Met Gly Asp Ala Lys Leu Val Asp Thr Met lie 
130 135 140 

Val Asp Gly Leu Trp Asp Val Tyr Asn Gin Tyr His Met Gly lie Thr 
145 150 155 . 160 

Ala Glu Asn Val Ala Lys Glu Tyr Gly lie Thr Arg Glu Ala Gin Asp 
165 170 175 
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Glu Phe Ala Val Gly Ser Gin Asn Lys Ala Glu Ala Ala Gin Lys Ala 
180 185 190 



Gly Lys Phe Asp Glu Glu lie Val Pro Val Leu lie Pro Gin Arg Lys 
195 200 205 

Gly Asp Pro Val Ala Phe Lys Thr Asp Glu Phe Val Arg Gin Gly Ala 
210 215 220 

Thr Leu Asp Ser Met Ser Gly Leu Lys Pro Ala Phe Asp Lys Ala Gly 
225 230 235 240 

Thr Val Thr Ala Ala Asn Ala Ser Gly Leu Asn Asp Gly Ala Ala Ala 
245 250 255 

Val Val Val Met Ser Ala Ala Lys Ala Lys Glu Leu Gly Leu Thr Pro 
260 265 270 

Leu Ala Thr lie Lys Ser Tyr Ala Asn Ala Gly Val Asp Pro Lys Val 
275 280 285 

Met Gly Met Gly Pro Val Pro Ala Ser Lys Arg Ala Leu Ser Arg Ala 
290 295 300 

Glu Trp Thr Pro Gin Asp Leu Asp Leu Met Glu lie Asn Glu Ala Phe 
305 310 315 320 

Ala Ala Gin Ala Leu Ala Val His Gin Gin Met Gly Trp Asp Thr Ser 
325 330 335 

Lys Val Asn Val Asn Gly Gly Ala lie Ala lie Gly His Pro lie Gly 
340 345 350 

Ala Ser Gly Cys Arg lie Leu Val Thr Leu Leu His Glu Met Lys Arg 
355 360 365 

Arg Asp Ala Lys Lys Gly Leu Ala Ser Leu Cys lie Gly Gly Gly Met 
370 375 380 

Gly Val Ala Leu Ala Val Glu Arg Lys 
385 390 



<210> 3 
<211> 43 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- AlFKpn 



<400> 3 

ggggtaccag gaggttttta tgactgacgt tgtcatcgta tec 43 

<210> 4 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- AlF-Bam 

<400> 4 

cgcggatcct ttgcgctcga ctgccagcgc cacgccc 37 

<210> 5 
<211> 741 
<212> DNA 

<213> Alcaligenes eutrophus 
<220> 

<221> gene 
<222> (1) . . (741) 
<223> phbB gene 

<400> 5 

atgactcagc gcattgcgta tgtgaccggc ggcatgggtg gtatcggaac cgccatttgc 60 
cagcggctgg ccaaggatgg ctttcgtgtg gtggccggtt gcggccccaa ctcgccgcgc 12 0 
cgcgaaaagt ggctggagca gcagaaggcc ctgggcttcg atttcattgc ctcggaaggc 180 
aatgtggctg actgggactc gaccaagacc gcattcgaca aggtcaagtc cgaggtcggc 240 
gaggttgatg tgctgatcaa caacgccggt atcacccgcg acgtggtgtt ccgcaagatg 30 0 
acccgcgccg actgggatgc ggtgatcgac accaacctga cctcgctgtt caacgtcacc 360 
aagcaggtga tcgacggcat ggccgaccgt ggctggggcc gcatcgtcaa catctcgtcg 420 
gtgaacgggc agaagggcca gttcggccag accaactact ccaccgccaa ggccggcctg 480 
catggcttca ccatggcact ggcgcaggaa gtggcgacca agggcgtgac cgtcaacacg 540 
gtctctccgg gctatatcgc caccgacatg gtcaaggcga tccgccagga cgtgctcgac 600 
aagatcgtcg cgacgatccc ggtcaagcgc ctgggcctgc cggaagagat cgcctcgatc 66 0 
tgcgcctggt tgtcgtcgga ggagtccggt ttctcgaccg gcgccgactt ctcgctcaac 720 
ggcggcctgc atatgggctg a 741 

<210> 6 
<211> 246 
<212> PRT 

<213> Alcaligenes eutrophus 
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<220> 

<221> PEPTIDE 
<222> (1) . . (246) 
<223> reductase 

<400> 6 

Met Thr Gin Arg lie Ala Tyr Val Thr Gly Gly Met Gly Gly lie Gly 
15 10 15 

Thr Ala lie Cys Gin Arg Leu Ala Lys Asp Gly Phe Arg Val Val Ala 
20 25 30 

Gly Cys Gly Pro Asn Ser Pro Arg Arg Glu Lys Trp Leu Glu Gin Gin 
35 40 45 

Lys Ala Leu Gly Phe Asp Phe lie Ala Ser Glu Gly Asn Val Ala Asp 
50 55 60 

Trp Asp Ser Thr Lys Thr Ala Phe Asp Lys Val Lys Ser Glu Val Gly 
65 70 75 80 

Glu Val Asp Val Leu lie Asn Asn Ala Gly He Thr Arg Asp Val Val 
85 90 95 

Phe Arg Lys Met Thr Arg Ala Asp Trp Asp Ala Val He Asp Thr Asn 
100 105 110 

Leu Thr Ser Leu Phe Asn Val Thr Lys Gin Val He Asp Gly Met Ala 
115 120 125 

Asp Arg Gly Trp Gly Arg He Val Asn He Ser Ser Val Asn Gly Gin 
130 135 140 

Lys Gly Gin Phe Gly Gin Thr Asn Tyr Ser Thr Ala Lys Ala Gly Leu 
145 150 155 160 

His Gly Phe Thr Met Ala Leu Ala Gin Glu Val Ala Thr Lys Gly Val 
165 170 175 

Thr Val Asn Thr Val Ser Pro Gly Tyr He Ala Thr Asp Met Val Lys 
180 185 190 

Ala He Arg Gin Asp Val Leu Asp Lys He Val Ala Thr He Pro Val 
195 200 205 

Lys Arg Leu Gly Leu Pro Glu Glu He Ala Ser He Cys Ala Trp Leu 
210 215 220 
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Ser Ser Glu Glu Ser Gly Phe Ser Thr Gly Ala Asp Phe Ser Leu Asn 
225 230 235 240 



Gly Gly Leu His Met Gly 
245 



<210> 7 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- BIL -Bam 

<400> 7 

cgcggatcca tgactcagcg cattgcgtat gtgacc 3 6 

<210> 8 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- BIL-Xba 

<400> 8 

gctctagatc agcccatatg caggccgccg ttgagcg 37 

<210> 9 
<211> 1926 
<212> DNA 

<213> Alcaligenes eutrophus 
<220> 

<221> misc_feature 
<222> (1) . . (1926) 

<223> phbA-1 inker -phbB fusion gene 
<400> 9 

atgactgacg ttgtcatcgt atccgccgcc cgcaccgcgg tcggcaagtt tggcggctcg 60 
ctggccaaga tcccggcacc ggaactgggt gccgtggtca tcaaggccgc gctggagcgc 120 
gccggcgtca agccggagca ggtgagcgaa gtcatcatgg gccaggtgct gaccgccggt 180 
tcgggccaga accccgcacg ccaggccgcg atcaaggccg gcctgccggc gatggtgccg 240 
gccatgacca tcaacaaggt gtgcggctcg ggcctgaagg ccgtgatgct ggccgccaac 3 00 
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gcgatcatgg cgggcgacgc cgagatcgtg gtggccggcg gccaggaaaa catgagcgcc 360 
gccccgcacg tgctgccggg ctcgcgcgat ggtttccgca tgggcgatgc caagctggtc 42 0 
gacaccatga tcgtcgacgg cctgtgggac gtgtacaacc agtaccacat gggcatcacc 480 
gccgagaacg tggccaagga atacggcatc acacgcgagg cgcaggatga gttcgccgtc 540 
ggctcgcaga acaaggccga agccgcgcag aaggccggca agtttgacga agagatcgtc 600 
ccggtgctga tcccgcagcg caagggcgac ccggtggcct tcaagaccga cgagttcgtg 660 
cgccagggcg ccacgctgga cagcatgtcc ggcctcaagc ccgccttcga caaggccggc 720 
acggtgaccg cggccaacgc ctcgggcctg aacgacggcg ccgccgcggt ggtggtgatg 7 80 
tcggcggcca aggccaagga actgggcctg accccgctgg ccacgatcaa gagctatgcc 840 
aacgccggtg tcgatcccaa ggtgatgggc atgggcccgg tgccggcctc caagcgcgcc 900 
ctgtcgcgcg ccgagtggac cccgcaagac ctggacctga tggagatcaa cgaggccttt 96 0 
gccgcgcagg cgctggcggt gcaccagcag atgggctggg acacctccaa ggtcaatgtg 1020 
aacggcggcg ccatcgccat cggccacccg atcggcgcgt cgggctgccg tatcctggtg 1080 
acgctgctgc acgagatgaa gcgccgtgac gcgaagaagg gcctggcctc gctgtgcatc 1140 
ggcggcggca tgggcgtggc gctggcagtc gagcgcaaag gatccatgac tcagcgcatt 1200 
gcgtatgtga ccggcggcat gggtggtatc ggaaccgcca tttgccagcg gctggccaag 1260 
gatggctttc gtgtggtggc cggttgcggc cccaactcgc cgcgccgcga aaagtggctg 1320 
gagcagcaga aggccctggg cttcgatttc attgcctcgg aaggcaatgt ggctgactgg 13 80 
gactcgacca agaccgcatt cgacaaggtc aagtccgagg tcggcgaggt tgatgtgctg 1440 
atcaacaacg ccggtatcac ccgcgacgtg gtgttccgca agatgacccg cgccgactgg 1500 
gatgcggtga tcgacaccaa cctgacctcg ctgttcaacg tcaccaagca ggtgatcgac 1560 
ggcatggccg accgtggctg gggccgcatc gtcaacatct cgtcggtgaa cgggcagaag 1620 
ggccagttcg gccagaccaa ctactccacc gccaaggccg gcctgcatgg cttcaccatg 1680 
gcactggcgc aggaagtggc gaccaagggc gtgaccgtca acacggtctc tccgggctat 1740 
atcgccaccg acatggtcaa ggcgatccgc caggacgtgc tcgacaagat cgtcgcgacg 1800 
atcccggtca agcgcctggg cctgccggaa gagatcgcct cgatctgcgc ctggttgtcg 1860 
tcggaggagt ccggtttctc gaccggcgcc gacttctcgc tcaacggcgg cctgcatatg 1920 
ggctga 1926 



<210> 10 
<211> 641 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Thredase 
Fusion Protein 



<220> 

<221> PEPTIDE 
<222> (1) . . (641) 



<400> 10 

Met Thr Asp Val Val He Val Ser Ala Ala Arg Thr Ala Val Gly Lys 
15 10 15 

Phe Gly Gly Ser Leu Ala Lys He Pro Ala Pro Glu Leu Gly Ala Val 
20 25 30 
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Val He Lys Ala Ala Leu Glu Arg Ala Gly Val Lys Pro Glu Gin Val 
35 40 45 



Ser Glu Val He Met Gly Gin Val Leu Thr Ala Gly Ser Gly Gin Asn 
50 55 ^ 60 

Pro Ala Arg Gin Ala Ala He Lys Ala Gly Leu Pro Ala Met Val Pro 
65 70 75 80 

Ala Met Thr He Asn Lys Val Cys Gly Ser Gly Leu Lys Ala Val Met 
85 90 95 

Leu Ala Ala Asn Ala He Met Ala Gly Asp Ala Glu lie Val Val Ala 
100 105 110 

Gly Gly Gin Glu Asn Met Ser Ala Ala Pro His Val Leu Pro Gly Ser 
115 120 125 

Arg Asp Gly Phe Arg Met Gly Asp Ala Lys Leu Val Asp Thr Met He 
130 135 140 

Val Asp Gly Leu Trp Asp Val Tyr Asn Gin Tyr His Met Gly He Thr 
145 150 155 160 

Ala Glu Asn Val Ala Lys Glu Tyr Gly He Thr Arg Glu Ala Gin Asp 
165 170 175 

Glu Phe Ala Val Gly Ser Gin Asn Lys Ala Glu Ala Ala Gin Lys Ala 
180 185 190 

Gly Lys Phe Asp .Glu Glu He Val Pro Val Leu He Pro Gin Arg Lys 
195 200 205 

Gly Asp Pro Val Ala Phe Lys Thr Asp Glu Phe Val Arg Gin Gly Ala 
210 215 220 

Thr Leu Asp Ser Met Ser Gly Leu Lys Pro Ala Phe Asp Lys Ala Gly 
225 230 235 240 

Thr Val Thr Ala Ala Asn Ala Ser Gly Leu Asn Asp Gly Ala Ala Ala 
245 250 255 

Val Val Val Met Ser Ala Ala Lys Ala Lys Glu Leu Gly Leu Thr Pro 
260 265 270 

Leu Ala Thr He Lys Ser Tyr Ala Asn Ala Gly Val Asp Pro Lys Val 
275 280 285 
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Met Gly Met Gly Pro 
290 

Glu Trp Thr Pro Gin 
305 

Ala Ala Gin Ala Leu 
325 

Lys Val Asn Val Asn 
340 

Ala Ser Gly Cys Arg 
355 

Arg Asp Ala Lys Lys 
370 

Gly Val Ala Leu Ala 
385 

Ala Tyr Val Thr Gly 
405 

Arg Leu Ala Lys Asp 
420 

Ser Pro Arg Arg Glu 
435 

Asp Phe lie Ala Ser 
450 

Thr Ala Phe Asp Lys 
465 

lie Asn Asn Ala Gly 
485 

Arg Ala Asp Trp Asp 
500 

Asn Val Thr Lys Gin 
515 

Arg lie Val Asn lie 
530 



Val Pro Ala Ser Lys Arg 
295 

Asp Leu Asp Leu Met Glu 

310 315 

Ala Val His Gin Gin Met 
330 

Gly Gly Ala lie Ala lie 
345 

lie Leu Val Thr Leu Leu 
360 

Gly Leu Ala Ser Leu Cys 
375 

Val Glu Arg Lys Gly Ser 
390 395 

Gly Met Gly Gly lie Gly 
410 

Gly Phe Arg Val Val Ala 
425 

Lys Trp Leu Glu Gin Gin 
440 

Glu Gly Asn Val Ala Asp 
455 

Val Lys Ser Glu Val Gly 
470 475 

lie Thr Arg Asp Val Val 
490 

Ala Val lie Asp Thr Asn 
505 

Val lie Asp Gly Met Ala 
520 

Ser Ser Val Asn Gly Gin 
535 



Ala Leu Ser Arg Ala 
300 

lie Asn Glu Ala Phe 
320 

Gly Trp Asp Thr Ser 
335 

Gly His Pro lie Gly 
350 

His Glu Met Lys Arg 
365 

lie Gly Gly Gly Met 
380 

Met Thr Gin Arg lie 
400 

Thr Ala lie Cys Gin 
415 

Gly Cys Gly Pro Asn 
430 

Lys Ala Leu Gly Phe 
445 

Trp Asp Ser Thr Lys 
460 

Glu Val Asp Val Leu 
480 

Phe Arg Lys Met Thr 
495 

Leu Thr Ser Leu Phe 
510 

Asp Arg Gly Trp Gly 
525 

Lys Gly Gin Phe Gly 
540 
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Gin Thr Asn Tyr 
545 

Ala Leu Ala Gin 



Ser Pro Gly Tyr 
580 

Val Leu Asp Lys 
595 

Pro Glu Glu lie 
610 

Gly Phe Ser Thr 
625 

Gly 



Ser Thr Ala Lys 
550 

Glu Val Ala Thr 
565 

lie Ala Thr Asp 



lie Val Ala Thr 
600 

Ala Ser lie Cys 
615 

Gly Ala Asp Phe 
630 



Ala Gly Leu His 
555 

Lys Gly Val Thr 
570 

Met Val Lys Ala 
585 

lie Pro Val Lys 



Ala Trp Leu Ser 
620 

Ser Leu Asn Gly 
635 



Gly Phe Thr Met 
560 

Val Asn Thr Val 
575 

lie Arg Gin Asp 
590 

Arg Leu Gly Leu 
605 

Ser Glu Glu Ser 



Gly Leu His Met 
640 



<210> 11 
<211> 9 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- L5A 

<400> 11 
gatctaccg 

<210> 12 
<211> 9 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- L5B 

<400> 12 
atggcctag 

<210> 13 
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<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Peptide Linker 
<220> 

<221> PEPTIDE 
<222> (1) . • (5) 

<400> 13 

Gly Ser Thr Gly Ser 
1 5 



<210> 14 
<211> 46 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- BIF-Kpn 

<400> 14 

ggggtaccag gaggttttta tgactcagcg cattgcgtat gtgacc 

<210> 15 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- BlF-BamHI 

<400> 15 

cgcggatccg cccatatgca ggccgccgtt gagcg 

<210> 16 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- AIL BamHI 
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<400> 16 

cgcggatcca tgactgacgt tgtcatcgta tec 



33 



<210> 17 
<211> 39 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- AIL-Xbal 

<400> 17 

gctctagatt atttgcgctc gactgccagc gccacgccc 39 



<210> 18 
<211> 1926 
<212> DNA 

<213> Artificial Sequence 



<220> 

<221> gene 

<222> (1) . . (1926) 

<223> phbB-linker-phbA fusion gene 



<400> 18 

atgactcagc gcattgcgta tgtgaccggc ggcatgggtg gtatcggaac cgccatttgc 6 0 
cagcggctgg ccaaggatgg ctttcgtgtg gtggccggtt gcggccccaa ctcgccgcgc 120 
cgcgaaaagt ggctggagca gcagaaggcc ctgggcttcg atttcattgc ctcggaaggc 180 
aatgtggctg actgggactc gaccaagacc gcattcgaca aggtcaagtc cgaggtcggc 240 
gaggttgatg tgctgatcaa caacgccggt atcacccgcg acgtggtgtt ccgcaagatg 300 
acccgcgccg actgggatgc ggtgatcgac accaacctga cctcgctgtt caacgtcacc 3 60 
aagcaggtga tcgacggcat ggccgaccgt ggctggggcc gcatcgtcaa catctcgtcg 42 0 
gtgaacgggc agaagggcca gttcggccag accaactact ccaccgccaa ggccggcctg 480 
catggcttca ccatggcact ggcgcaggaa gtggcgacca agggcgtgac cgtcaacacg 540 
gtctctccgg gctatatcgc caccgacatg gtcaaggcga tccgccagga cgtgctcgac 600 
aagatcgtcg cgacgatccc ggtcaagcgc ctgggcctgc cggaagagat cgcctcgatc 660 
tgcgcctggt tgtcgtcgga ggagtccggt ttctcgaccg gcgccgactt ctcgctcaac 720 
ggcggcctgc atatgggcgg atccatgact gacgttgtca tcgtatccgc cgcccgcacc 7 80 
gcggtcggca agtttggcgg ctcgctggcc aagatcccgg caccggaact gggtgccgtg 840 
gtcatcaagg ccgcgctgga gcgcgccggc gtcaagccgg agcaggtgag cgaagtcatc 900 
atgggccagg tgctgaccgc cggttcgggc cagaaccccg cacgccaggc cgcgatcaag 960 
gccggcctgc cggcgatggt gccggccatg accatcaaca aggtgtgcgg ctcgggcctg 102 0 
aaggccgtga tgctggccgc caacgcgatc atggcgggcg acgccgagat cgtggtggcc 1080 
ggcggccagg aaaacatgag cgccgccccg cacgtgctgc cgggctcgcg cgatggtttc 1140 
cgcatgggcg atgccaagct ggtcgacacc atgatcgtcg acggcctgtg ggacgtgtac 1200 
aaccagtacc acatgggcat caccgccgag aacgtggcca aggaatacgg catcacacgc 1260 
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gaggcgcagg atgagttcgc cgtcggctcg cagaacaagg ccgaagccgc gcagaaggcc 132 0 

ggcaagtttg acgaagagat cgtcccggtg ctgatcccgc agcgcaaggg cgacccggtg 13 80 

gccttcaaga ccgacgagtt cgtgcgccag ggcgccacgc tggacagcat gtccggcctc 1440 

aagcccgcct tcgacaaggc cggcacggtg accgcggcca acgcctcggg cctgaacgac 1500 

ggcgccgccg cggtggtggt gatgtcggcg gccaaggcca aggaactggg cctgaccccg 1560 

ctggccacga tcaagagcta tgccaacgcc ggtgtcgatc ccaaggtgat gggcatgggc 1620 

ccggtgccgg cctccaagcg cgccctgtcg cgcgccgagt ggaccccgca agacctggac 1680 

ctgatggaga tcaacgaggc ctttgccgcg caggcgctgg cggtgcacca gcagatgggc 1740 

tgggacacct ccaaggtcaa tgtgaacggc ggcgccatcg ccatcggcca cccgatcggc 1800 

gcgtcgggct gccgtatcct ggtgacgctg ctgcacgaga tgaagcgccg tgacgcgaag 1860 

aagggcctgg cctcgctgtg catcggcggc ggcatgggcg tggcgctggc agtcgagcgc 1920 

aaataa 1926 

<210> 19 
<211> 641 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Secpience: Reductase 
Fusion Protein 

<220> 

<221> PEPTIDE 
<222> (1) . . (641) 

<400> 19 

Met Thr Gin Arg He Ala Tyr Val Thr Gly Gly Met Gly Gly He Gly 
15 10 15 

Thr Ala He Cys Gin Arg Leu Ala Lys Asp Gly Phe Arg Val Val Ala 
20 25 30 

Gly Cys Gly Pro Asn Ser Pro Arg Arg Glu Lys Trp Leu Glu Gin Gin 
35 40 45 

Lys Ala Leu Gly Phe Asp Phe He Ala Ser Glu Gly Asn Val Ala Asp 
50 55 60 

Trp Asp Ser Thr Lys Thr Ala Phe Asp Lys Val Lys Ser Glu Val Gly 
65 70 75 80 

Glu Val Asp Val Leu He Asn Asn Ala Gly He Thr Arg Asp Val Val 
85 90 95 

Phe Arg Lys Met Thr Arg Ala Asp Trp Asp Ala Val He Asp Thr Asn 
100 105 110 
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Leu Thr Ser Leu Phe Asn Val Thr Lys Gin Val lie Asp Gly Met Ala 
115 120 125 



Asp Arg Gly Trp Gly Arg lie Val Asn lie Ser Ser Val Asn Gly Gin 
130 135 140 

Lys Gly Gin Phe Gly Gin Thr Asn Tyr Ser Thr Ala Lys Ala Gly Leu 
145 150 155 160 

His Gly Phe Thr Met Ala Leu Ala Gin Glu Val Ala Thr Lys Gly Val 
165 170 175 

Thr Val Asn Thr Val Ser Pro Gly Tyr lie Ala Thr Asp Met Val Lys 
180 185 190 

Ala lie Arg Gin Asp Val Leu Asp Lys lie Val Ala Thr lie Pro Val 
195 200 205 

Lys Arg Leu Gly Leu Pro Glu Glu lie Ala Ser lie Cys Ala Trp Leu 
210 215 220 

Ser Ser Glu Glu Ser Gly Phe Ser Thr Gly Ala Asp Phe Ser Leu Asn 
225 230 235 240 

Gly Gly Leu His Met Gly Gly Ser Met Thr Asp Val Val lie Val Ser 
245 250 255 

Ala Ala Arg Thr Ala Val Gly Lys Phe Gly Gly Ser Leu Ala Lys lie 
260 265 270 

Pro Ala Pro Glu Leu Gly Ala Val Val lie Lys Ala Ala Leu Glu Arg 
275 280 285 

Ala Gly Val Lys Pro Glu Gin Val Ser Glu Val lie Met Gly Gin Val 
290 295 300 

Leu Thr Ala Gly Ser Gly Gin Asn Pro Ala Arg Gin Ala Ala lie Lys 
305 310 315 320 

Ala Gly Leu Pro Ala Met Val Pro Ala Met Thr lie Asn Lys Val Cys 
325 330 335 

Gly Ser Gly Leu Lys Ala Val Met Leu Ala Ala Asn Ala lie Met Ala 
340 345 350 

Gly Asp Ala Glu He Val Val Ala Gly Gly Gin Glu Asn Met Ser Ala 
355 360 365 
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Ala Pro His Val Leu 
370 

Ala Lys Leu Val Asp 
385 

Asn Gin Tyr His Met 
405 

Gly He Thr Arg Glu 
420 

Lys Ala Glu Ala Ala 
435 

Pro Val Leu He Pro 
450 

Asp Glu Phe Val Arg 
465 

Lys Pro Ala Phe Asp 
485 

Gly Leu Asn Asp Gly 
500 

Ala Lys Glu Leu Gly 
515 

Asn Ala Gly Val Asp 
530 

Ser Lys Arg Ala Leu 
545 

Leu Met Glu lie Asn 
565 

Gin Gin Met Gly Trp 
580 

He Ala He Gly His 
595 

Thr Leu Leu His Glu 
610 



Pro Gly Ser Arg Asp Gly 
375 

Thr Met He Val Asp Gly 

390 395 

Gly He Thr Ala Glu Asn 
410 

Ala Gin Asp Glu Phe Ala 
425 

Gin Lys Ala Gly Lys Phe 
440 

Gin Arg Lys Gly Asp Pro 
455 

Gin Gly Ala Thr Leu Asp 
470 475 

Lys Ala Gly Thr Val Thr 
490 

Ala Ala Ala Val Val Val 
505 

Leu Thr Pro Leu Ala Thr 
520 

Pro Lys Val Met Gly Met 
535 

Ser Arg Ala Glu Trp Thr 
550 555 

Glu Ala Phe Ala Ala Gin 
570 

Asp Thr Ser Lys Val Asn 
585 

Pro He Gly Ala Ser Gly 
600 

Met Lys Arg Arg Asp Ala 
615 



Phe Arg Met Gly Asp 
380 

Leu Trp Asp Val Tyr 
400 

Val Ala Lys Glu Tyr 
415 

Val Gly Ser Gin Asn 
430 

Asp Glu Glu He Val 
445 

Val Ala Phe Lys Thr 
460 

Ser Met Ser Gly Leu 
480 

Ala Ala Asn Ala Ser 
495 

Met Ser Ala Ala Lys 
510 

He Lys Ser Tyr Ala 
525 

Gly Pro Val Pro Ala 
540 

Pro Gin Asp Leu Asp 
560 

Ala Leu Ala Val His 
575 

Val Asn Gly Gly Ala 
590 

Cys Arg He Leu Val 
605 

Lys Lys Gly Leu Ala 
620 



15 



Ser Leu Cys lie Gly Gly Gly Met Gly Val Ala Leu Ala Val Glu Arg 
625 630 635 640 



Lys 



<210> 20 
<211> 1680 
<212> DNA 

<213> Pseudomonas oleovorans 
<220> 

<221> gene 

<222> (1) . . (1680) 

<223> phbCl gene 

<400> 20 

atgagtaaca agaacaacga tgagctgcag cggcaggcct cggaaaacac cctggggctg 6 0 
aacccggtca tcggtatccg ccgcaaagac ctgttgagct cggcacgcac cgtgctgcgc 120 
caggccgtgc gccaaccgct gcacagcgcc aagcatgtgg cccactttgg cctggagctg 180 
aagaacgtgc tgctgggcaa gtccagcctt gccccggaaa gcgacgaccg tcgcttcaat 240 
gacccggcat ggagcaacaa cccactttac cgccgctacc tgcaaaccta tctggcctgg 3 00 
cgcaaggagc tgcaggactg gatcggcaac agcgacctgt cgccccagga catcagccgc 36 0 
ggccagttcg tcatcaacct gatgaccgaa gccatggctc cgaccaacac cctgtccaac 42 0 
ccggcagcag tcaaacgctt cttcgaaacc ggcggcaaga gcctgctcga tggcctgtcc 480 
aacctggcca aggacctggt caacaacggt ggcatgccca gccaggtgaa catggacgcc 540 
ttcgaggtgg gcaagaacct gggcaccagt gaaggcgccg tggtgtaccg caacgatgtg 600 
ctggagctga tccagtacaa gcccatcacc gagcaggtgc atgcccgccc gctgctggtg 66 0 
gtgccgccgc agatcaacaa gttctacgta ttcgacctga gcccggaaaa gagcctggca 72 0 
cgctactgcc tgcgctcgca gcagcagacc ttcatcatca gctggcgcaa cccgaccaaa 7 80 
gcccagcgcg aatggggcct gtccacctac atcgacgcgc tcaaggaggc ggtcgacgcg 840 
gtgctggcga ttaccggcag caaggacctg aacatgctcg gtgcctgctc cggcggcatc 900 
acctgcacgg cattggtcgg ccactatgcc gccctcggcg aaaacaaggt caatgccctg 96 0 
accctgctgg tcagcgtgct ggacaccacc atggacaacc aggtcgccct gttcgtcgac 1020 
gagcagactt tggaggccgc caagcgccac tcctaccagg ccggtgtgct cgaaggcagc 1080 
gagatggcca aggtgttcgc ctggatgcgc cccaacgacc tgatctggaa ctactgggtc 1140 
aacaactacc tgctcggcaa cgagccgccg gtgttcgaca tcctgttctg gaacaacgac 1200 
accacgcgcc tgccggccgc cttccacggc gacctgatcg aaatgttcaa gagcaacccg 1260 
ctgacccgcc cggacgccct ggaggtttgc ggcactccga tcgacctgaa acaggtcaaa 132 0 
tgcgacatct acagccttgc cggcaccaac gaccacatca ccccgtggca gtcatgctac 1380 
cgctcggcgc acctgttcgg cggcaagatc gagttcgtgc tgtccaacag cggccacatc 1440 
cagagcatcc tcaacccgcc aggcaacccc aaggcgcgct tcatgaccgg tgccgatcgc 1500 
ccgggtgacc cggtggcctg gcaggaaaac gccaccaagc atgccgactc ctggtggctg 156 0 
cactggcaaa gctggctggg cgagcgtgcc ggcgagctgg aaaaggcgcc gacccgcctg 162 0 
ggcaaccgtg cctatgccgc tggcgaggca tccccgggca cctacgttca cgagcgttga 1680 

<210> 21 
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<211> 559 
<212> PRT 

<213> Pseudomonas oleovoraiis 



<220> 

<221> PEPTIDE 
<222> (1) . . (559) 
<223> PHA Polymerase 

<400> 21 

Met Ser Asn Lys Asn Asn Asp Glu Leu Gin Arg Gin Ala Ser Glu Asn 
15 10 15 

Thr Leu Gly Leu Asn Pro Val lie Gly lie Arg Arg Lys Asp Leu Leu 
20 25 30 

Ser Ser Ala Arg Thr Val Leu Arg Gin Ala Val Arg Gin Pro Leu His 
35 40 45 

Ser Ala Lys His Val Ala His Phe Gly Leu Glu Leu Lys Asn Val Leu 
50 55 60 

Leu Gly Lys Ser Ser Leu Ala Pro Glu Ser Asp Asp Arg Arg Phe Asn 
65 70 75 80 

Asp Pro Ala Trp Ser Asn Asn Pro Leu Tyr Arg Arg Tyr Leu Gin Thr 
85 90 95 

Tyr Leu Ala Trp Arg Lys Glu Leu Gin Asp Trp lie Gly Asn Ser Asp 
100 105 110 

Leu Ser Pro Gin Asp lie Ser Arg Gly Gin Phe Val lie Asn Leu Met 
115 120 125 

Thr Glu Ala Met Ala Pro Thr Asn Thr Leu Ser Asn Pro Ala Ala Val 
130 135 140 

Lys Arg Phe Phe Glu Thr Gly Gly Lys Ser Leu Leu Asp Gly Leu Ser 
145 150 155 160 

Asn Leu Ala Lys Asp Leu Val Asn Asn Gly Gly Met Pro Ser Gin Val 
165 170 175 

Asn Met Asp Ala Phe Glu Val Gly Lys Asn Leu Gly Thr Ser Glu Gly 
180 185 190 

Ala Val Val Tyr Arg Asn Asp Val Leu Glu Leu lie Gin Tyr Lys Pro 
195 200 205 
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lie Thr Glu Gin Val His 
210 

lie Asn Lys Phe Tyr Val 
225 230 

Arg Tyr Cys Leu Arg Ser 
245 

Asn Pro Thr Lys Ala Gin 
260 

Ala Leu Lys Glu Ala Val 
275 

Asp Leu Asn Met Leu Gly 
290 

Leu Val Gly His Tyr Ala 
305 310 

Thr Leu Leu Val Ser Val 
325 

Leu Phe Val Asp Glu Gin 
340 

Gin Ala Gly Val Leu Glu 
355 

Met Arg Pro Asn Asp Leu 
370 

Leu Gly Asn Glu Pro Pro 
385 390 

Thr Thr Arg Leu Pro Ala 
405 

Lys Ser Asn Pro Leu Thr 
420 

Pro lie Asp Leu Lys Gin 
435 

Thr Asn Asp His lie Thr 
450 



Ala Arg Pro Leu Leu 
215 

Phe Asp Leu Ser Pro 
235 

Gin Gin Gin Thr Phe 
250 

Arg Glu Trp Gly Leu 
265 

Asp Ala Val Leu Ala 
280 

Ala Cys Ser Gly Gly 
295 

Ala Leu Gly Glu Asn 
315 

Leu Asp Thr Thr Met 
330 

Thr Leu Glu Ala Ala 
345 

Gly Ser Glu Met Ala 
360 

lie Trp Asn Tyr Trp 
375 

Val Phe Asp lie Leu 
395 

Ala Phe His Gly Asp 
410 

Arg Pro Asp Ala Leu 
425 

Val Lys Cys Asp lie 
440 

Pro Trp Gin Ser Cys 
455 



Val Val Pro Pro Gin 
220 

Glu Lys Ser Leu Ala 
240 

lie lie Ser Trp Arg 
255 

Ser Thr Tyr lie Asp 
270 

lie Thr Gly Ser Lys 
285 

lie Thr Cys Thr Ala 
300 

Lys Val Asn Ala Leu 
320 

Asp Asn Gin Val Ala 
335 

Lys Arg His Ser Tyr 
350 

Lys Val Phe Ala Trp 
365 

Val Asn Asn Tyr Leu 
380 

Phe Trp Asn Asn Asp 
400 

Leu lie Glu Met Phe 
415 

Glu Val Cys Gly Thr 
430 

Tyr Ser Leu Ala Gly 
445 

Tyr Arg Ser Ala His 
460 
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Leu Phe Gly Gly 
465 

Gin Ser lie Leu 



Gly Ala Asp Arg 
500 

Lys His Ala Asp 
515 

Arg Ala Gly Glu 
530 

Tyr Ala Ala Gly 
545 



Lys lie Glu Phe 
470 

Asn Pro Pro Gly 
485 

Pro Gly Asp Pro 



Ser Trp Trp Leu 
520 

Leu Glu Lys Ala 
535 

Glu Ala Ser Pro 
550 



Val Leu Ser Asn 
475 

Asn Pro Lys Ala 
490 

Val Ala Trp Gin 
505 

His Trp Gin Ser 



Pro Thr Arg Leu 
540 

Gly Thr Tyr Val 
555 



Ser Gly His lie 
480 

Arg Phe Met Thr 
495 

Glu Asn Ala Thr 
510 

Trp Leu Gly Glu 
525 

Gly Asn Arg Ala 



His Glu Arg 



<210> 22 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C3 up I 

<400> 22 

ggaattcagg aggttttatg agtaacaaga acaacgatga gc 42 

<210> 23 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C3 up II 

<400> 23 

cgggatccac gctcgtgaac gtaggtgccc 30 

<210> 24 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C3 dw I 

<400> 24 

cgggatccag taacaagaac aacgatgagc 3 0 



<210> 25 
<211> 38 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C3 dw II 

<400> 25 

gctctagaag ctttcaacgc tcgtgaacgt aggtgccc 3 8 



<210> 26 
<211> 888 
<212> DNA 

<213> Pseudomonas putida 



<220> 

<221> gene 
<222> (1) . . (888) 
<223> phaG 



<400> 26 

atgaggccag aaatcgctgt 
tatcgcgcgg atgcggccga 
gcctcgttcg cccagacggt 
cagccgtatt caggcaagtc 
accgaggcgc atatcctcct 
ttttcgtggg gtggcgcaag 
aaggcagtgg tgagttcgtt 
cgtggctgcc agtacctggc 
accatcggca agcacttgcc 
ctggacagcc acgagtacgc 
ctggaacgtg cgctgcaagg 
gagcgcgacg agtacaccac 
agccagttca gcgtgatccg 
tgcgagaaca cccgcaatgt 
caacgttacc aacccgtgca 



acttgatatc caaggtcagt 
aaacacgatc atcctgatca 
acgtaacctg cacccacagt 
caagccgcac aaccgtcagg 
tgagctgatc gagcacttcc 
cacgctgctg gcgctggcgc 
ctcgccagtg atcaacgagc 
cgcctgcgac cgttatcagg 
gtcgctgttc aaacgcttca 
acagatgcac ttccacatca 
cgcgcgcaat atcaacatcc 
agtcgaggat gcgcggcagt 
cgatgcgggc cacttcctgg 
catgctgggc ttcctcaagc 
gcaggggcag catgcatttg 



atcgggttta cacggagttc 6 0 
acggctcgct ggccaccacg 120 
tcaacgtggt tctgttcgac 180 
aacggctgat cagcaaggag 240 
aggcagacca cgtgatgtct 300 
accagccgcg gtacgtgaag 360 
cgatgcgcga ctatctggac 420 
tcggcaacct ggtcaatgac 480 
actaccgcca tgtgagcagc 540 
accaggtgct ggagcacgac 600 
cggtgctgtt catcaacggc 660 
tcagcaagca tgtgggcaga 720 
acatggagaa caagaccgcc 7 80 
caaccgtgcg tgaaccccgc 840 
ccatctga 888 



<210> 27 
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<211> 295 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: acyl ACP-CoA 
transferase 

<220> 

<221> PEPTIDE 
<222> (1) . . (295) 

<400> 27 

Met Arg Pro Glu lie Ala Val Leu Asp lie Gin Gly Gin Tyr Arg Val 
15 10 15 

Tyr Thr Glu Phe Tyr Arg Ala Asp Ala Ala Glu Asn Thr lie lie Leu 
20 25 30 

lie Asn Gly Ser Leu Ala Thr Thr Ala Ser Phe Ala Gin Thr Val Arg 
35 40 45 

Asn Leu His Pro Gin Phe Asn Val Val Leu Phe Asp Gin Pro Tyr Ser 
50 55 60 

Gly Lys Ser Lys Pro His Asn Arg Gin Glu Arg Leu lie Ser Lys Glu 
65 70 75 80 

Thr Glu Ala His lie Leu Leu Glu Leu lie Glu His Phe Gin Ala Asp 
85 90 95 

His Val Met Ser Phe Ser Trp Gly Gly Ala Ser Thr Leu Leu Ala Leu 
100 105 110 

Ala His Gin Pro Arg Tyr Val Lys Lys Ala Val Val Ser Ser Phe Ser 
115 120 125 

Pro Val lie Asn Glu Pro Met Arg Asp Tyr Leu Asp Arg Gly Cys Gin 
130 135 140 

Tyr Leu Ala Ala Cys Asp Arg Tyr Gin Val Gly Asn Leu Val Asn Asp 
145 150 155 160 

Thr lie Gly Lys His Leu Pro Ser Leu Phe Lys Arg Phe Asn Tyr Arg 
165 170 175 

His Val Ser Ser Leu Asp Ser His Glu Tyr Ala Gin Met His Phe His 
180 185 190 
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He Asn Gin Val 
195 

Arg Asn He Asn 
210 

Tyr Thr Thr Val 
225 

Ser Gin Phe Ser 



Asn Lys Thr Ala 
260 

Lys Pro Thr Val 
275 

Gly Gin His Ala 
290 



Leu Glu His Asp 
200 

He Pro Val Leu 
215 

Glu Asp Ala Arg 
230 

Val He Arg Asp 
245 

Cys Glu Asn Thr 



Arg Glu Pro Arg 
280 

Phe Ala He 
295 



Leu Glu Arg Ala 



Phe He Asn Gly 
220 

Gin Phe Ser Lys 
235 

Ala Gly His Phe 
250 

Arg Asn Val Met 
265 

Gin Arg Tyr Gin 



Leu Gin Gly Ala 
205 

Glu Arg Asp Glu 



His Val Gly Arg 
240 

Leu Asp Met Glu 
255 

Leu Gly Phe Leu 
270 

Pro Val Gin Gin 
285 



<210> 28 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- G3 dw I 

<400> 28 

cgggatccag gccagaaatc gctgtacttg 

<210> 29 
<2H> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- G3 dw II 

<400> 29 

gctctagaag ctttcagatg gcaaatgcat gctgcccc 
<210> 30 
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<211> 42 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description o£ Artificial Sequence: 
oligonucleotide primer- G3 up I 



<400> 30 

ggaattcagg aggttttatg aggccagaaa tcgctgtact tg 42 

<210> 31 
<211> 30 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- G3 up II 

<400> 31 

cgggatccga tggcaaatgc atgctgcccc 30 

<210> 32 
<211> 2571 
<212> DNA 

<213> Pseudomonas putida 
<220> 

<221> gene 

<222> (1) . . (2571) 

<223> phaCl- linker -phaG fusion gene 



<400> 32 

atgagtaaca agaacaacga tgagctgcag cggcaggcct cggaaaacac cctggggctg 60 
aacccggtca tcggtatccg ccgcaaagac ctgttgagct cggcacgcac cgtgctgcgc 12 0 
caggccgtgc gccaaccgct gcacagcgcc aagcatgtgg cccactttgg cctggagctg 180 
aagaacgtgc tgctgggcaa gtccagcctt gccccggaaa gcgacgaccg tcgcttcaat 240 
gacccggcat ggagcaacaa cccactttac cgccgctacc tgcaaaccta tctggcctgg 300 
cgcaaggagc tgcaggactg gatcggcaac agcgacctgt cgccccagga catcagccgc 360 
ggccagttcg tcatcaacct gatgaccgaa gccatggctc cgaccaacac cctgtccaac 42 0 
ccggcagcag tcaaacgctt cttcgaaacc ggcggcaaga gcctgctcga tggcctgtcc 480 
aacctggcca aggacctggt caacaacggt ggcatgccca gccaggtgaa catggacgcc 540 
ttcgaggtgg gcaagaacct gggcaccagt gaaggcgccg tggtgtaccg caacgatgtg 600 
ctggagctga tccagtacaa gcccatcacc gagcaggtgc atgcccgccc gctgctggtg 66 0 
gtgccgccgc agatcaacaa gttctacgta ttcgacctga gcccggaaaa gagcctggca 72 0 
cgctactgcc tgcgctcgca gcagcagacc ttcatcatca gctggcgcaa cccgaccaaa 780 
gcccagcgcg aatggggcct gtccacctac atcgacgcgc tcaaggaggc ggtcgacgcg 840 
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gtgctggcga ttaccggcag caaggacctg aacatgctcg gtgcctgctc cggcggcatc 900 
acctgcacgg cattggtcgg ccactatgcc gccctcggcg aaaacaaggt caatgccctg 960 
accctgctgg tcagcgtgct ggacaccacc atggacaacc aggtcgccct gttcgtcgac 1020 
gagcagactt tggaggccgc caagcgccac tcctaccagg ccggtgtgct cgaaggcagc 1080 
gagatggcca aggtgttcgc ctggatgcgc cccaacgacc tgatctggaa ctactgggtc 1140 
aacaactacc tgctcggcaa cgagccgccg gtgttcgaca tcctgttctg gaacaacgac 1200 
accacgcgcc tgccggccgc cttccacggc gacctgatcg aaatgttcaa gagcaacccg 1260 
ctgacccgcc cggacgccct ggaggtttgc ggcactccga tcgacctgaa acaggtcaaa 1320 
tgcgacatct acagccttgc cggcaccaac gaccacatca ccccgtggca gtcatgctac 13 80 
cgctcggcgc acctgttcgg cggcaagatc gagttcgtgc tgtccaacag cggccacatc 1440 
cagagcatcc tcaacccgcc aggcaacccc aaggcgcgct tcatgaccgg tgccgatcgc 1500 
ccgggtgacc cggtggcctg gcaggaaaac gccaccaagc atgccgactc ctggtggctg 156 0 
cactggcaaa gctggctggg cgagcgtgcc ggcgagctgg aaaaggcgcc gacccgcctg 1620 
ggcaaccgtg cctatgccgc tggcgaggca tccccgggca cctacgttca cgagcgtgga 1680 
ttcatgaggc cagaaatcgc tgtacttgat atccaaggtc agtatcgggt ttacacggag 1740 
ttctatcgcg cggatgcggc cgaaaacacg atcatcctga tcaacggctc gctggccacc 1800 
acggcctcgt tcgcccagac ggtacgtaac ctgcacccac agttcaacgt ggttctgttc 1860 
gaccagccgt attcaggcaa gtccaagccg cacaaccgtc aggaacggct gatcagcaag 192 0 
gagaccgagg cgcatatcct ccttgagctg atcgagcact tccaggcaga ccacgtgatg 1980 
tctttttcgt ggggtggcgc aagcacgctg ctggcgctgg cgcaccagcc gcggtacgtg 2040 
aagaaggcag tggtgagttc gttctcgcca gtgatcaacg agccgatgcg cgactatctg 2100 
gaccgtggct gccagtacct ggccgcctgc gaccgttatc aggtcggcaa cctggtcaat 2160 
gacaccatcg gcaagcactt gccgtcgctg ttcaaacgct tcaactaccg ccatgtgagc 2220 
agcctggaca gccacgagta cgcacagatg cacttccaca tcaaccaggt gctggagcac 2280 
gacctggaac gtgcgctgca aggcgcgcgc aatatcaaca tcccggtgct gttcatcaac 2340 
ggcgagcgcg acgagtacac cacagtcgag gatgcgcggc agttcagcaa gcatgtgggc 2400 
agaagccagt tcagcgtgat ccgcgatgcg ggccacttcc tggacatgga gaacaagacc 246 0 
gcctgcgaga acacccgcaa tgtcatgctg ggcttcctca agccaaccgt gcgtgaaccc 2520 
cgccaacgtt accaacccgt gcagcagggg cagcatgcat ttgccatctg a 2571 



<210> 33 
<211> 856 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Synthase Acyl 
ACP-CoA Transferase Fusion Protein 

<220> 

<221> PEPTIDE 
<222> (1) . . (856) 



<400> 33 

Met Ser Asn Lys Asn Asn Asp Glu Leu Gin Arg Gin Ala Ser Glu Asn 
15 10 15 



Thr Leu Gly Leu Asn Pro Val lie Gly lie Arg Arg Lys Asp Leu Leu 
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20 



25 



30 



Ser Ser Ala 
35 

Ser Ala Lys 
50 

Leu Gly Lys 
65 

Asp Pro Ala 



Tyr Leu Ala 



_ Leu Ser Pro 
P 115 

^ Thr Glu Ala 
> 130 

^ Lys Arg Phe 

M 145 

Q Asn Leu Ala 



Asn Met Asp 



Ala Val Val 
195 

lie Thr Glu 
210 

lie Asn Lys 
225 

Arg Tyr Cys 



Asn Pro Thr 



Ala Leu Lys 



Arg Thr Val Leu 



His Val Ala His 
55 

Ser Ser Leu Ala 
70 

Trp Ser Asn Asn 
85 

Trp Arg Lys Glu 
100 

Gin Asp lie Ser 



Met Ala Pro Thr 
135 

Phe Glu Thr Gly 
150 

Lys Asp Leu Val 
165 

Ala Phe Glu Val 
180 

Tyr Arg Asn Asp 



Gin Val His Ala 
215 

Phe Tyr Val Phe 
230 

Leu Arg Ser Gin 
245 

Lys Ala Gin Arg 
260 

Glu Ala Val Asp 



Arg Gin Ala Val Arg 
40 

Phe Gly Leu Glu Leu 
60 

Pro Glu Ser Asp Asp 
75 

Pro Leu Tyr Arg Arg 
90 

Leu Gin Asp Trp lie 
105 

Arg Gly Gin Phe Val 
120 

Asn Thr Leu Ser Asn 
140 

Gly Lys Ser Leu Leu 
155 

Asn Asn Gly Gly Met 
170 

Gly Lys Asn Leu Gly 
185 

Val Leu Glu Leu lie 
200 

Arg Pro Leu Leu Val 
220 

Asp Leu Ser Pro Glu 
235 

Gin Gin Thr Phe lie 
250 

Glu Trp Gly Leu Ser 
265 

Ala Val Leu Ala lie 



Gin Pro Leu His 
45 

Lys Asn Val Leu 



Arg Arg Phe Asn 
80 

Tyr Leu Gin Thr 
95 

Gly Asn Ser Asp 
110 

lie Asn Leu Met 
125 

Pro Ala Ala Val 



Asp Gly Leu Ser 
160 

Pro Ser Gin Val 
175 

Thr Ser Glu Gly 
190 

Gin Tyr Lys Pro 
205 

Val Pro Pro Gin 



Lys Ser Leu Ala 
240 

lie Ser Trp Arg 
255 

Thr Tyr lie Asp 
270 

Thr Gly Ser Lys 
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275 



280 



285 



Asp Leu Asn Met 
290 

Leu Val Gly His 
305 

Thr Leu Leu Val 



Leu Phe Val Asp 
340 

Gin Ala Gly Val 
355 

Met Arg Pro Asn 
370 

Leu Gly Asn Glu 
385 

Thr Thr Arg Leu 



Lys Ser Asn Pro 
420 

Pro lie Asp Leu 
435 

Thr Asn Asp His 
450 

Leu Phe Gly Gly 
465 

Gin Ser lie Leu 



Gly Ala Asp Arg 
500 

Lys His Ala Asp 
515 

Arg Ala Gly Glu 



Leu Gly Ala Cys 
295 

Tyr Ala Ala Leu 
310 

Ser Val Leu Asp 
325 

Glu Gin Thr Leu 



Leu Glu Gly Ser 
360 

Asp Leu lie Trp 
375 

Pro Pro Val Phe 
390 

Pro Ala Ala Phe 
405 

Leu Thr Arg Pro 



Lys Gin Val Lys 
440 

lie Thr Pro Trp 
455 

Lys lie Glu Phe 
470 

Asn Pro Pro Gly 
485 

Pro Gly Asp Pro 



Ser Trp Trp Leu 
520 

Leu Glu Lys Ala 



Ser Gly Gly lie 
300 

Gly Glu Asn Lys 
315 

Thr Thr Met Asp 
330 

Glu Ala Ala Lys 
345 

Glu Met Ala Lys 



Asn Tyr Trp Val 
380 

Asp lie Leu Phe 
395 

His Gly Asp Leu 
410 

Asp Ala Leu Glu 
425 

Cys Asp lie Tyr 



Gin Ser Cys Tyr 
460 

Val Leu Ser Asn 
475 

Asn Pro Lys Ala 
490 

Val Ala Trp Gin 
505 

His Trp Gin Ser 



Pro Thr Arg Leu 



Thr Cys Thr Ala 



Val Asn Ala Leu 
320 

Asn Gin Val Ala 
335 

Arg His Ser Tyr 
350 

Val Phe Ala Trp 
365 

Asn Asn Tyr Leu 



Trp Asn Asn Asp 
400 

He Glu Met Phe 
415 

Val Cys Gly Thr 
430 

Ser Leu Ala Gly 
445 

Arg Ser Ala His 



Ser Gly His He 
480 

Arg Phe Met Thr 
495 

Glu Asn Ala Thr 
510 

Trp Leu Gly Glu 
525 

Gly Asn Arg Ala 
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530 



535 



540 



Tyr Ala Ala Gly 
545 

Phe Met Arg Pro 



Val Tyr Thr Glu 
580 

Leu lie Asn Gly 
595 

Arg Asn Leu His 
610 

Ser Gly Lys Ser 
625 

Glu Thr Glu Ala 



Asp His Val Met 
660 

Leu Ala His Gin 
675 

Ser Pro Val lie 
690 

Gin Tyr Leu Ala 
705 

Asp Thr lie Gly 



Arg His Val Ser 
740 

His lie Asn Gin 
755 

Ala Arg Asn lie 
770 

Glu Tyr Thr Thr 



Glu Ala Ser Pro 
550 

Glu lie Ala Val 
565 

Phe Tyr Arg Ala 



Ser Leu Ala Thr 
600 

Pro Gin Phe Asn 
615 

Lys Pro His Asn 
630 

His lie Leu Leu 
645 

Ser Phe Ser Trp 



Pro Arg Tyr Val 
680 

Asn Glu Pro Met 
695 

Ala Cys Asp Arg 
710 

Lys His Leu Pro 
725 

Ser Leu Asp Ser 



Val Leu Glu His 
760 

Asn lie Pro Val 
775 

Val Glu Asp Ala 



Gly Thr Tyr Val 
555 

Leu Asp lie Gin 
570 

Asp Ala Ala Glu 
585 

Thr Ala Ser Phe 



Val Val Leu Phe 
620 

Arg Gin Glu Arg 
635 

Glu Leu lie Glu 
650 

Gly Gly Ala Ser 
665 

Lys Lys Ala Val 



Arg Asp Tyr Leu 
700 

Tyr Gin Val Gly 
715 

Ser Leu Phe Lys 
730 

His Glu Tyr Ala 
745 

Asp Leu Glu Arg 



Leu Phe lie Asn 
780 

Arg Gin Phe Ser 



His Glu Arg Gly 
560 

Gly Gin Tyr Arg 
575 

Asn Thr lie lie 
590 

Ala Gin Thr Val 
605 

Asp Gin Pro Tyr 



Leu lie Ser Lys 
640 

His Phe Gin Ala 
655 

Thr Leu Leu Ala 
670 

Val Ser Ser Phe 
685 

Asp Arg Gly Cys 



Asn Leu Val Asn 
720 

Arg Phe Asn Tyr 
735 

Gin Met His Phe 
750 

Ala Leu Gin Gly 
765 

Gly Glu Arg Asp 



Lys His Val Gly 
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785 

Arg Ser Gin Phe 



Glu Asn Lys Thr 
820 

Leu Lys Pro Thr 
835 

Gin Gly Gin His 
850 



790 

Ser Val He Arg 
805 

Ala Cys Glu Asn 



Val Arg Glu Pro 
840 

Ala Phe Ala He 
855 



795 

Asp Ala Gly His 
810 

Thr Arg Asn Val 
825 

Arg Gin Arg Tyr 



800 

Phe Leu Asp Met 
815 

Met Leu Gly Phe 
830 

Gin Pro Val Gin 
845 



<210> 34 
<211> 2571 
<212> DNA 

<213> Pseudomonas putida 
<220> 

<221> gene 

<222> (1) . . (2571) 

<223> phaG-1 inker -phaCl fusion gene 
<400> 34 

atgaggccag aaatcgctgt acttgatatc caaggtcagt atcgggttta cacggagttc 6 0 
tatcgcgcgg atgcggccga aaacacgatc atcctgatca acggctcgct ggccaccacg 120 
gcctcgttcg cccagacggt acgtaacctg cacccacagt tcaacgtggt tctgttcgac 180 
cagccgtatt caggcaagtc caagccgcac aaccgtcagg aacggctgat cagcaaggag 240 
accgaggcgc atatcctcct tgagctgatc gagcacttcc aggcagacca cgtgatgtct 3 00 
ttttcgtggg gtggcgcaag cacgctgctg gcgctggcgc accagccgcg gtacgtgaag 3 60 
aaggcagtgg tgagttcgtt ctcgccagtg atcaacgagc cgatgcgcga ctatctggac 420 
cgtggctgcc agtacctggc cgcctgcgac cgttatcagg tcggcaacct ggtcaatgac 480 
accatcggca agcacttgcc gtcgctgttc aaacgcttca actaccgcca tgtgagcagc 540 
ctggacagcc acgagtacgc acagatgcac ttccacatca accaggtgct ggagcacgac 600 
ctggaacgtg cgctgcaagg cgcgcgcaat atcaacatcc cggtgctgtt catcaacggc 660 
gagcgcgacg agtacaccac agtcgaggat gcgcggcagt tcagcaagca tgtgggcaga 72 0 
agccagttca gcgtgatccg cgatgcgggc cacttcctgg acatggagaa caagaccgcc 780 
tgcgagaaca cccgcaatgt catgctgggc ttcctcaagc caaccgtgcg tgaaccccgc 840 
caacgttacc aacccgtgca gcaggggcag catgcatttg ccatcggatc catgagtaac 900 
aagaacaacg atgagctgca gcggcaggcc tcggaaaaca ccctggggct gaacccggtc 960 
atcggtatcc gccgcaaaga cctgttgagc tcggcacgca ccgtgctgcg ccaggccgtg 102 0 
cgccaaccgc tgcacagcgc caagcatgtg gcccactttg gcctggagct gaagaacgtg 1080 
ctgctgggca agtccagcct tgccccggaa agcgacgacc gtcgcttcaa tgacccggca 114 0 
tggagcaaca acccacttta ccgccgctac ctgcaaacct atctggcctg gcgcaaggag 1200 
ctgcaggact ggatcggcaa cagcgacctg tcgccccagg acatcagccg cggccagttc 1260 
gtcatcaacc tgatgaccga agccatggct ccgaccaaca ccctgtccaa cccggcagca 1320 
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gtcaaacgct tcttcgaaac cggcggcaag agcctgctcg atggcctgtc caacctggcc 13 80 
aaggacctgg tcaacaacgg tggcatgccc agccaggtga acatggacgc cttcgaggtg 144 0 
ggcaagaacc tgggcaccag tgaaggcgcc gtggtgtacc gcaacgatgt gctggagctg 1500 
atccagtaca agcccatcac cgagcaggtg catgcccgcc cgctgctggt ggtgccgccg 1560 
cagatcaaca agttctacgt attcgacctg agcccggaaa agagcctggc acgctactgc 1620 
ctgcgctcgc agcagcagac cttcatcatc agctggcgca acccgaccaa agcccagcgc 1680 
gaatggggcc tgtccaccta catcgacgcg ctcaaggagg cggtcgacgc ggtgctggcg 1740 
attaccggca gcaaggacct gaacatgctc ggtgcctgct ccggcggcat cacctgcacg 1800 
gcattggtcg gccactatgc cgccctcggc gaaaacaagg tcaatgccct gaccctgctg 1860 
gtcagcgtgc tggacaccac catggacaac caggtcgccc tgttcgtcga cgagcagact 192 0 
ttggaggccg ccaagcgcca ctcctaccag gccggtgtgc tcgaaggcag cgagatggcc 1980 
aaggtgttcg cctggatgcg ccccaacgac ctgatctgga actactgggt caacaactac 2 040 
ctgctcggca acgagccgcc ggtgttcgac atcctgttct ggaacaacga caccacgcgc 2100 
ctgccggccg ccttccacgg cgacctgatc gaaatgttca agagcaaccc gctgacccgc 2160 
ccggacgccc tggaggtttg cggcactccg atcgacctga aacaggtcaa atgcgacatc 2220 
tacagccttg ccggcaccaa cgaccacatc accccgtggc agtcatgcta ccgctcggcg 2280 
cacctgttcg gcggcaagat cgagttcgtg ctgtccaaca gcggccacat ccagagcatc 2340 
ctcaacccgc caggcaaccc caaggcgcgc ttcatgaccg gtgccgatcg cccgggtgac 2400 
ccggtggcct ggcaggaaaa cgccaccaag catgccgact cctggtggct gcactggcaa 246 0 
agctggctgg gcgagcgtgc cggcgagctg gaaaaggcgc cgacccgcct gggcaaccgt 2520 
gcctatgccg ctggcgaggc atccccgggc acctacgttc acgagcgttg a 2 571 

<210> 35 
<211> 856 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Acyl ACP-CoA 
Transferase Synthase Fusion Protein 

<220> 

<221> PEPTIDE 
<222> (1) . . (856) 

<400> 35 

Met Arg Pro Glu lie Ala Val Leu Asp lie Gin Gly Gin Tyr Arg Val 
1 5 10 15 

Tyr Thr Glu Phe Tyr Arg Ala Asp Ala Ala Glu Asn Thr lie lie Leu 
20 25 30 

lie Asn Gly Ser Leu Ala Thr Thr Ala Ser Phe Ala Gin Thr Val Arg 
35 40 45 

Asn Leu His Pro Gin Phe Asn Val Val Leu Phe Asp Gin Pro Tyr Ser 
50 55 60 
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Gly Lys Ser Lys Pro His Asn Arg Gin Glu Arg Leu lie Ser Lys Glu 
65 70 75 80 



Thr Glu Ala His lie Leu Leu Glu Leu lie Glu His Phe Gin Ala Asp 
85 90 95 

His Val Met Ser Phe Ser Trp Gly Gly Ala Ser Thr Leu Leu Ala Leu 
100 105 110 

Ala His Gin Pro Arg Tyr Val Lys Lys Ala Val Val Ser Ser Phe Ser 
115 120 125 

Pro Val lie Asn Glu Pro Met Arg Asp Tyr Leu Asp Arg Gly Cys Gin 
130 135 140 

Tyr Leu Ala Ala Cys Asp Arg Tyr Gin Val Gly Asn Leu Val Asn Asp 
145 150 155 160 

Thr lie Gly Lys His Leu Pro Ser Leu Phe Lys Arg Phe Asn Tyr Arg 
165 170 175 

His Val Ser Ser Leu Asp Ser His Glu Tyr Ala Gin Met His Phe His 
180 185 190 

lie Asn Gin Val Leu Glu His Asp Leu Glu Arg Ala Leu Gin Gly Ala 
195 200 205 

Arg Asn lie Asn lie Pro Val Leu Phe lie Asn Gly Glu Arg Asp Glu 
210 215 220 

Tyr Thr Thr Val Glu Asp Ala Arg Gin Phe Ser Lys His Val Gly Arg 
225 230 235 240 

Ser Gin Phe Ser Val lie Arg Asp Ala Gly His Phe Leu Asp Met Glu 
245 250 255 

Asn Lys Thr Ala Cys Glu Asn Thr Arg Asn Val Met Leu Gly Phe Leu 
260 265 270 

Lys Pro Thr Val Arg Glu Pro Arg Gin Arg Tyr Gin Pro Val Gin Gin 
275 280 285 

Gly Gin His Ala Phe Ala lie Gly Ser Met Ser Asn Lys Asn Asn Asp 
290 295 300 

Glu Leu Gin Arg Gin Ala Ser Glu Asn Thr Leu Gly Leu Asn Pro Val 
305 310 315 320 
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lie Gly lie Arg Arg Lys Asp Leu Leu Ser Ser Ala Arg Thr Val Leu 
325 330 335 



Arg Gin Ala Val Arg Gin Pro Leu His Ser Ala Lys His Val Ala His 
340 345 350 

Phe Gly Leu Glu Leu Lys Asn Val Leu Leu Gly Lys Ser Ser Leu Ala 
355 360 365 

Pro Glu Ser Asp Asp Arg Arg Phe Asn Asp Pro Ala Trp Ser Asn Asn 
370 375 380 

Pro Leu Tyr Arg Arg Tyr Leu Gin Thr Tyr Leu Ala Trp Arg Lys Glu 
385 390 395 400 

Leu Gin Asp Trp lie Gly Asn Ser Asp Leu Ser Pro Gin Asp lie Ser 
405 410 415 

Arg Gly Gin Phe Val lie Asn Leu Met Thr Glu Ala Met Ala Pro Thr 
420 425 430 

Asn Thr Leu Ser Asn Pro Ala Ala Val Lys Arg Phe Phe Glu Thr Gly 
435 440 445 

Gly Lys Ser Leu Leu Asp Gly Leu Ser Asn Leu Ala Lys Asp Leu Val 
450 455 460 

Asn Asn Gly Gly Met Pro Ser Gin Val Asn Met Asp Ala Phe Glu Val 
465 470 475 480 

Gly Lys Asn Leu Gly Thr Ser Glu Gly Ala Val Val Tyr Arg Asn Asp 
485 490 495 

Val Leu Glu Leu lie Gin Tyr Lys Pro lie Thr Glu Gin Val His Ala 
500 505 510 

Arg Pro Leu Leu Val Val Pro Pro Gin lie Asn Lys Phe Tyr Val Phe 
515 520 525 

Asp Leu Ser Pro Glu Lys Ser Leu Ala Arg Tyr Cys Leu Arg Ser Gin 
530 535 540 

Gin Gin Thr Phe lie lie Ser Trp Arg Asn Pro Thr Lys Ala Gin Arg 
545 550 555 560 

Glu Trp Gly Leu Ser Thr Tyr lie Asp Ala Leu Lys Glu Ala Val Asp 
565 570 575 
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Ala Val Leu Ala lie Thr Gly Ser Lys Asp Leu Asn Met Leu Gly Ala 
580 585 590 



Cys Ser Gly Gly lie Thr Cys Thr Ala Leu Val Gly His Tyr Ala Ala 
595 600 605 

Leu Gly Glu Asn Lys Val Asn Ala Leu Thr Leu Leu Val Ser Val Leu 
610 615 620 

Asp Thr Thr Met Asp Asn Gin Val Ala Leu Phe Val Asp Glu Gin Thr 
625 630 635 640 

Leu Glu Ala Ala Lys Arg His Ser Tyr Gin Ala Gly Val Leu Glu Gly 
645 650 655 

Ser Glu Met Ala Lys Val Phe Ala Trp Met Arg Pro Asn Asp Leu lie 
660 665 670 

Trp Asn Tyr Trp Val Asn Asn Tyr Leu Leu Gly Asn Glu Pro Pro Val 
675 680 685 

Phe Asp lie Leu Phe Trp Asn Asn Asp Thr Thr Arg Leu Pro Ala Ala 
690 695 700 

Phe His Gly Asp Leu lie Glu Met Phe Lys Ser Asn Pro Leu Thr Arg 
705 710 715 720 

Pro Asp Ala Leu Glu Val Cys Gly Thr Pro lie Asp Leu Lys Gin Val 
725 730 735 

Lys Cys Asp lie Tyr Ser Leu Ala Gly Thr Asn Asp His lie Thr Pro 
740 745 750 

Trp Gin Ser Cys Tyr Arg Ser Ala His Leu Phe Gly Gly Lys lie Glu 
755 760 765 

Phe Val Leu Ser Asn Ser Gly His lie Gin Ser lie Leu Asn Pro Pro 
770 775 780 

Gly Asn Pro Lys Ala Arg Phe Met Thr Gly Ala Asp Arg Pro Gly Asp 
785 790 795 800 

Pro Val Ala Trp Gin Glu Asn Ala Thr Lys His Ala Asp Ser Trp Trp 
805 810 815 

Leu His Trp Gin Ser Trp Leu Gly Glu Arg Ala Gly Glu Leu Glu Lys 
820 825 830 
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• 



Ala Pro Thr Arg Leu Gly Asn Arg Ala Tyr Ala Ala Gly Glu Ala Ser 
835 840 845 

Pro Gly Thr Tyr Val His Glu Arg 
850 855 



<210> 36 
<211> 1731 
<212> DNA 

<213> Zoogloea ramigera 
<220> 

<221> gene 

<222> (1) . • (1731) 

<223> phbC gene 

<400> 36 

atgaatttgc ccgatccgca agccattgcc aacgcctgga tgtcccaggt gggcgacccc 60 
agccaatggc aatcctggtt cagcaaggcg cccaccaccg aggcgaaccc gatggccacc 12 0 
atgttgcagg atatcggcgt tgcgctcaaa ccggaagcga tggagcagct gaaaaacgat 180 
tatctgcgtg acttcaccgc gttgtggcag gattttttgg ctggcaaggc gccagccgtc 240 
cagcgaccgc gcttcagctc ggcagcctgg cagggcaatc cgatgtcggc cttcaatgcc 300 
gcatcttacc tgctcaacgc caaattcctc agtgccatgg tggaggcggt ggacaccgca 3 60 
ccccagcaaa agcagaaaat acgctttgcc gtgcagcagg tgattgatgc catgtcgccc 42 0 
gcgaacttcc tcgccaccaa cccggaagcg cagcaaaaac tgattgaaac caagggcgag 480 
agcctgacgc gtggcctggt caatatgctg ggcgatatca atatgctggg cgatatcaac 540 
aacggccata tctcgctgtc ggacgaatcg gcctttgaag tgggccgcaa cctggccatt 600 
accccgggca ccgtgattta cgaaaatccg ctgttccagc tgatccagta cacgccgacc 66 0 
acgccgacgg tcagccagcg cccgctgttg atggtgccgc cgtgcatcaa caagttctac 720 
atcctcgacc tgcaaccgga aaattcgctg gtgcgctacg cggtggagca gggcaacacc 780 
gtgttcctga tctcgtggag caatccggac aagtcgctgg ccggcaccac ctgggacgac 840 
tacgtggagc agggcgtgat cgaagcgatc cgcatcgtcc aggacgtcag cggccaggac 900 
aagctgaaca tgttcggctt ctgcgtgggc ggcaccatcg ttgccaccgc actggcggta 96 0 
ctggcggcgc gtggccagca cccggcggcc agcctgaccc tgctgaccac cttcctcgac 1020 
ttcagcgaca ccgggtgctc gacgtcttgt cgagaaaccc aggtcgcgct gcgtgaacag 1080 
caattgcgcg atggcggcct gatgccgggc cgtgacctgg cctcgacctt ctcgagcctg 1140 
cgtccgaacg acctggtatg gaactatgtg cagtcgaact acctcaaagg caatgagccg 1200 
gcggcgtttg acctgctgtt ctggaattcg gacagcacca atttgccggg cccgatgttc 1260 
tgctggtacc tgcgcaacac ctacctggaa aacagcctga aagtgccggg caagctgacg 1320 
gtggccggcg aaaagatcga cctcggcctg atcgacgccc cggccttcat ctacggttcg 13 80 
cgcgaagacc acatcgtgcc gtggatgtcg gcgtacggtt cgctcgacat cctgaaccag 1440 
ggcaagccgg gcgccaaccg cttcgtgctg ggcgcgtccg gccatatcgc cggcgtgatc 1500 
aactcggtgg ccaagaacaa gcgcacgtac tggatcaacg acggtggcgc cgccgatgcc 1560 
caggcctggt tcgatggcgc gcaggaagtg ccgggcagct ggtggccgca atgggccggg 1620 
ttcctgaccc agcatggcgg caagaaggtc aagcccaagg ccaagcccgg caacgcccgc 1680 
tacaccgcga tcgaggcggc gcccggccgt tacgtcaaag ccaagggctg a 1731 
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<210> 37 

<211> 576 

<212> PRT 

<213> Zoogloea raxnigera 
<220> 

<221> PEPTIDE 

<222> (1) . . (576) 

<223> synthase 

<400> 37 

Met Asn Leu Pro Asp Pro Gin Ala lie Ala Asn Ala Trp Met Ser Gin 
15 10 15 

Val Gly Asp Pro Ser Gin Trp Gin Ser Trp Phe Ser Lys Ala Pro Thr 
20 25 30 

Thr Glu Ala Asn Pro Met Ala Thr Met Leu Gin Asp lie Gly Val Ala 
35 40 45 

Leu Lys Pro Glu Ala Met Glu Gin Leu Lys Asn Asp Tyr Leu Arg Asp 
50 55 60 

Phe Thr Ala Leu Trp Gin Asp Phe Leu Ala Gly Lys Ala Pro Ala Val 
65 70 75 80 

Gin Arg Pro Arg Phe Ser Ser Ala Ala Trp Gin Gly Asn Pro Met Ser 
85 90 95 

Ala Phe Asn Ala Ala Ser Tyr Leu Leu Asn Ala Lys Phe Leu Ser Ala 
100 105 110 

Met Val Glu Ala Val Asp Thr Ala Pro Gin Gin Lys Gin Lys lie Arg 
115 120 125 

Phe Ala Val Gin Gin Val lie Asp Ala Met Ser Pro Ala Asn Phe Leu 
130 135 140 

Ala Thr Asn Pro Glu Ala Gin Gin Lys Leu lie Glu Thr Lys Gly Glu 
145 150 155 160 

Ser Leu Thr Arg Gly Leu Val Asn Met Leu Gly Asp lie Asn Met Leu 
165 170 175 

Gly Asp lie Asn Asn Gly His lie Ser Leu Ser Asp Glu Ser Ala Phe 
180 185 190 

Glu Val Gly Arg Asn Leu Ala lie Thr Pro Gly Thr Val lie Tyr Glu 
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195 



200 



205 



O 



Asn Pro Leu Phe Gin Leu lie Gin Tyr Thr Pro Thr Thr Pro Thr Val 
210 215 220 

Ser Gin Arg Pro Leu Leu Met Val Pro Pro Cys lie Asn Lys Phe Tyr 
225 230 235 240 

lie Leu Asp Leu Gin Pro Glu Asn Ser Leu Val Arg Tyr Ala Val Glu 
245 250 255 

Gin Gly Asn Thr Val Phe Leu lie Ser Trp Ser Asn Pro Asp Lys Ser 
260 265 270 

Leu Ala Gly Thr Thr Trp Asp Asp Tyr Val Glu Gin Gly Val lie Glu 
275 280 285 

Ala lie Arg lie Val Gin Asp Val Ser Gly Gin Asp Lys Leu Asn Met 
290 295 300 

Phe Gly Phe Cys Val Gly Gly Thr He Val Ala Thr Ala Leu Ala Val 
305 310 315 320 

Leu Ala Ala Arg Gly Gin His Pro Ala Ala Ser Leu Thr Leu Leu Thr 
325 330 335 

Thr Phe Leu Asp Phe Ser Asp Thr Gly Cys Ser Thr Ser Cys Arg Glu 
340 345 350 

Thr Gin Val Ala Leu Arg Glu Gin Gin Leu Arg Asp Gly Gly Leu Met 
355 360 365 

Pro Gly Arg Asp Leu Ala Ser Thr Phe Ser Ser Leu Arg Pro Asn Asp 
370 375 380 

Leu Val Trp Asn Tyr Val Gin Ser Asn Tyr Leu Lys Gly Asn Glu Pro 
385 390 395 400 

Ala Ala Phe Asp Leu Leu Phe Trp Asn Ser Asp Ser Thr Asn Leu Pro 
405 410 415 

Gly Pro Met Phe Cys Trp Tyr Leu Arg Asn Thr Tyr Leu Glu Asn Ser 
420 425 430 

Leu Lys Val Pro Gly Lys Leu Thr Val Ala Gly Glu Lys He Asp Leu 
435 440 445 

Gly Leu He Asp Ala Pro Ala Phe He Tyr Gly Ser Arg Glu Asp His 
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450 

lie Val Pro Trp 
465 

Gly Lys Pro Gly 



Ala Gly Val He 
500 

Asn Asp Gly Gly 
515 

Glu Val Pro Gly 
530 

His Gly Gly Lys 
545 

Tyr Thr Ala He 



455 

Met Ser Ala Tyr 
470 

Ala Asn Arg Phe 
485 

Asn Ser Val Ala 



Ala Ala Asp Ala 
520 

Ser Trp Trp Pro 
535 

Lys Val Lys Pro 
550 

Glu Ala Ala Pro 
565 



460 

Gly Ser Leu Asp 
475 

Val Leu Gly Ala 
490 

Lys Asn Lys Arg 
505 

Gin Ala Trp Phe 



Gin Trp Ala Gly 
540 

Lys Ala Lys Pro 
555 

Gly Arg Tyr Val 
570 



He Leu Asn Gin 
480 

Ser Gly His He 
495 

Thr Tyr Trp He 
510 

Asp Gly Ala Gin 
525 

Phe Leu Thr Gin 



Gly Asn Ala Arg 
560 

Lys Ala Lys Gly 
575 



<210> 38 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C5 up I 

<400> 38 

ggagctcagg aggttttatg agtaacaaga acaacgatga gc 42 

<210> 39 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer-C5 up II 
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<400> 39 

cgggatccgc ccttggcttt gacgtaacgg 
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<210> 40 
<211> 30 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C5 dw I 

<400> 40 

cgggatccag taacaagaac aacgatgagc 30 



<210> 41 
<211> 38 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- C5 dw II 

<400> 41 

gctctagaag ctttcagccc ttggctttga cgtaacgg 38 



<210> 42 
<211> 405 
<212> DNA 

<213> Aeromonas caviae 



<220> 

<221> gene 
<222> (1) . . (405) 
<223> phbJ gene 



<400> 42 

atgagcgcac aatccctgga agtaggccag aaggcccgtc tcagcaagcg gttcggggcg 6 0 
gcggaggtag ccgccttcgc cgcgctctcg gaggacttca accccctgca cctggacccg 12 0 
gccttcgccg ccaccacggc gttcgagcgg cccatagtcc acggcatgct gctcgccagc 180 
ctcttctccg ggctgctggg ccagcagttg ccgggcaagg ggagcatcta tctgggtcaa 240 
agcctcagct tcaagctgcc ggtctttgtc ggggacgagg tgacggccga ggtggaggtg 300 
accgcccttc gcgaggacaa gcccatcgcc accctgacca cccgcatctt cacccaaggc 360 
ggcgccctcg ccgtgacggg ggaagccgtg gtcaagctgc cttaa 405 



<210> 43 
<211> 134 



<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: (R) specific 
enoyl-CoA transferase 

<220> 

<221> PEPTIDE 
<222> (1) . . (134) 

<400> 43 

Met Ser Ala Gin Ser Leu Glu Val Gly Gin Lys Ala Arg Leu Ser Lys 
15 10 15 

Arg Phe Gly Ala Ala Glu Val Ala Ala Phe Ala Ala Leu Ser Glu Asp 
20 25 30 

Phe Asn Pro Leu His Leu Asp Pro Ala Phe Ala Ala Thr Thr Ala Phe 
35 40 45 

Glu Arg Pro lie Val His Gly Met Leu Leu Ala Ser Leu Phe Ser Gly 
50 55 60 

Leu Leu Gly Gin Gin Leu Pro Gly Lys Gly Ser lie Tyr Leu Gly Gin 
65 70 75 ~ 80 

Ser Leu Ser Phe Lys Leu Pro Val Phe Val Gly Asp Glu Val Thr Ala 
85 90 95 

Glu Val Glu Val Thr Ala Leu Arg Glu Asp Lys Pro lie Ala Thr Leu 
100 105 110 

Thr Thr Arg He Phe Thr Gin Gly Gly Ala Leu Ala Val Thr Gly Glu 
115 120 125 

Ala Val Val Lys Leu Pro 
130 



<210> 44 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- J12 dw I 
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<400> 44 

cgggatccag cgcacaatcc ctggaagtag 

<210> 45 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer-J12 dw II 

<400> 45 

gctctagaag cttttaaggc agcttgacca cggcttcc 

<210> 46 
<211> 43 
^ <212> DNA 

;7= <213> Artificial Sequence 

i <220> 

fQ <223> Description of Artificial Sequence: J12 up I 

^ <400> 46 

^. aggagctcag gaggttttat gagcgcacaa tccctggaag tag 

N <210> 47 

W <211> 30 

D <212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- J12 up II 

<400> 47 

cgggatccag gcagcttgac cacggcttcc 

<210> 48 
<211> 2139 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Zoogloea 

rcunigera and Aeromonas caviae phaC-linker-phbJ 
fusion gene 
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<220> 

<221> gene 

<222> (1) . . (2139) 

<400> 48 

atgaatttgc ccgatccgca agccattgcc aacgcctgga tgtcccaggt gggcgacccc 60 
agccaatggc aatcctggtt cagcaaggcg cccaccaccg aggcgaaccc gatggccacc 12 0 
atgttgcagg atatcggcgt tgcgctcaaa ccggaagcga tggagcagct gaaaaacgat 180 
tatctgcgtg acttcaccgc gttgtggcag gattttttgg ctggcaaggc gccagccgtc 24 0 
cagcgaccgc gcttcagctc ggcagcctgg cagggcaatc cgatgtcggc cttcaatgcc 30 0 
gcatcttacc tgctcaacgc caaattcctc agtgccatgg tggaggcggt ggacaccgca 360 
ccccagcaaa agcagaaaat acgctttgcc gtgcagcagg tgattgatgc catgtcgccc 42 0 
gcgaacttcc tcgccaccaa cccggaagcg cagcaaaaac tgattgaaac caagggcgag 480 
agcctgacgc gtggcctggt caatatgctg ggcgatatca atatgctggg cgatatcaac 540 
aacggccata tctcgctgtc ggacgaatcg gcctttgaag tgggccgcaa cctggccatt 600 
accccgggca ccgtgattta cgaaaatccg ctgttccagc tgatccagta cacgccgacc 66 0 
acgccgacgg tcagccagcg cccgctgttg atggtgccgc cgtgcatcaa caagttctac 72 0 
atcctcgacc tgcaaccgga aaattcgctg gtgcgctacg cggtggagca gggcaacacc 780 
gtgttcctga tctcgtggag caatccggac aagtcgctgg ccggcaccac ctgggacgac 840 
tacgtggagc agggcgtgat cgaagcgatc cgcatcgtcc aggacgtcag cggccaggac 900 
aagctgaaca tgttcggctt ctgcgtgggc ggcaccatcg ttgccaccgc actggcggta 96 0 
ctggcggcgc gtggccagca cccggcggcc agcctgaccc tgctgaccac cttcctcgac 1020 
ttcagcgaca ccgggtgctc gacgtcttgt cgagaaaccc aggtcgcgct gcgtgaacag 1080 
caattgcgcg atggcggcct gatgccgggc cgtgacctgg cctcgacctt ctcgagcctg 1140 
cgtccgaacg acctggtatg gaactatgtg cagtcgaact acctcaaagg caatgagccg 12 00 
gcggcgtttg acctgctgtt ctggaattcg gacagcacca atttgccggg cccgatgttc 1260 
tgctggtacc tgcgcaacac ctacctggaa aacagcctga aagtgccggg caagctgacg 1320 
gtggccggcg aaaagatcga cctcggcctg atcgacgccc cggccttcat ctacggttcg 13 80 
cgcgaagacc acatcgtgcc gtggatgtcg gcgtacggtt cgctcgacat cctgaaccag 1440 
ggcaagccgg gcgccaaccg cttcgtgctg ggcgcgtccg gccatatcgc cggcgtgatc 1500 
aactcggtgg ccaagaacaa gcgcacgtac tggatcaacg acggtggcgc cgccgatgcc 156 0 
caggcctggt tcgatggcgc gcaggaagtg ccgggcagct ggtggccgca atgggccggg 162 0 
ttcctgaccc agcatggcgg caagaaggtc aagcccaagg ccaagcccgg caacgcccgc 16 80 
tacaccgcga tcgaggcggc gcccggccgt tacgtcaaag ccaagggcgg atccatgagc 1740 
gcacaatccc tggaagtagg ccagaaggcc cgtctcagca agcggttcgg ggcggcggag 1800 
gtagccgcct tcgccgcgct ctcggaggac ttcaaccccc tgcacctgga cccggccttc 1860 
gccgccacca cggcgttcga gcggcccata gtccacggca tgctgctcgc cagcctcttc 1920 
tccgggctgc tgggccagca gttgccgggc aaggggagca tctatctggg tcaaagcctc 19 80 
agcttcaagc tgccggtctt tgtcggggac gaggtgacgg ccgaggtgga ggtgaccgcc 2040 
cttcgcgagg acaagcccat cgccaccctg accacccgca tcttcaccca aggcggcgcc 2100 
ctcgccgtga cgggggaagc cgtggtcaag ctgccttaa 2139 

<210> 49 
<211> 712 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Synthase (R) 
specific enoyl-CoA transferase Fusion Protein 

<220> 

<221> PEPTIDE 
<222> (1) . . (712) 

<400> 49 

Met Asn Leu Pro Asp Pro Gin Ala lie Ala Asn Ala Trp Met Ser Gin 
15 10 15 

Val Gly Asp Pro Ser Gin Trp Gin Ser Trp Phe Ser Lys Ala Pro Thr 

20 25 . 30 

Thr Glu Ala Asn Pro Met Ala Thr Met Leu Gin Asp lie Gly Val Ala 
35 40 45 

Leu Lys Pro Glu Ala Met Glu Gin Leu Lys Asn Asp Tyr Leu Arg Asp 
50 55 60 

Phe Thr Ala Leu Trp Gin Asp Phe Leu Ala Gly Lys Ala Pro Ala Val 
65 70 75 80 

Gin Arg Pro Arg Phe Ser Ser Ala Ala Trp Gin Gly Asn Pro Met Ser 
85 90 95 

Ala Phe Asn Ala Ala Ser Tyr Leu Leu Asn Ala Lys Phe Leu Ser Ala 
100 105 110 

Met Val Glu Ala Val Asp Thr Ala Pro Gin Gin Lys Gin Lys lie Arg 
115 120 125 

Phe Ala Val Gin Gin Val lie Asp Ala Met Ser Pro Ala Asn Phe Leu 
130 135 140 

Ala Thr Asn Pro Glu Ala Gin Gin Lys Leu lie Glu Thr Lys Gly Glu 
145 150 155 160 

Ser Leu Thr Arg Gly Leu Val Asn Met Leu Gly Asp lie Asn Met Leu 
165 170 175 

Gly Asp lie Asn Asn Gly His lie Ser Leu Ser Asp Glu Ser Ala Phe 
180 185 190 

Glu Val Gly Arg Asn Leu Ala He Thr Pro Gly Thr Val He Tyr Glu 
195 200 205 
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Asn Pro Leu Phe Gin Leu lie Gin Tyr Thr Pro Thr Thr Pro Thr Val 
210 215 220 



Ser Gin Arg Pro Leu Leu Met Val Pro Pro Cys lie Asn Lys Phe Tyr 
225 230 235 240 

lie Leu Asp Leu Gin Pro Glu Asn Ser Leu Val Arg Tyr Ala Val Glu 
245 250 255 

Gin Gly Asn Thr Val Phe Leu lie Ser Trp Ser Asn Pro Asp Lys Ser 
260 265 270 

Leu Ala Gly Thr Thr Trp Asp Asp Tyr Val Glu Gin Gly Val lie Glu 
275 280 285 

Ala lie Arg lie Val Gin Asp Val Ser Gly Gin Asp Lys Leu Asn Met 
290 295 300 

Phe Gly Phe Cys Val Gly Gly Thr lie Val Ala Thr Ala Leu Ala Val 
305 310 315 320 

Leu Ala Ala Arg Gly Gin His Pro Ala Ala Ser Leu Thr Leu Leu Thr 
325 330 335 

Thr Phe Leu Asp Phe Ser Asp Thr Gly Cys Ser Thr Ser Cys Arg Glu 
340 345 350 

Thr Gin Val Ala Leu Arg Glu Gin Gin Leu Arg Asp Gly Gly Leu Met 
355 360 365 

Pro Gly Arg Asp Leu Ala Ser Thr Phe Ser Ser Leu Arg Pro Asn Asp 
370 375 380 

Leu Val Trp Asn Tyr Val Gin Ser Asn Tyr Leu Lys Gly Asn Glu Pro 
385 390 395 400 

Ala Ala Phe Asp Leu Leu Phe Trp Asn Ser Asp Ser Thr Asn Leu Pro 
405 410 415 

Gly Pro Met Phe Cys Trp Tyr Leu Arg Asn Thr Tyr Leu Glu Asn Ser 
420 425 430 

Leu Lys Val Pro Gly Lys Leu Thr Val Ala Gly Glu Lys lie Asp Leu 
435 440 445 

Gly Leu lie Asp Ala Pro Ala Phe lie Tyr Gly Ser Arg Glu Asp His 
450 455 460 
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lie Val Pro Trp Met Ser Ala Tyr Gly Ser Leu Asp lie Leu Asn Gin 
465 470 475 480 



Gly Lys Pro Gly Ala Asn Arg Phe Val Leu Gly Ala Ser Gly His lie 
485 490 495 

Ala Gly Val lie Asn Ser Val Ala Lys Asn Lys Arg Thr Tyr Trp lie 
500 505 510 

Asn Asp Gly Gly Ala Ala Asp Ala Gin Ala Trp Phe Asp Gly Ala Gin 
515 520 525 

Glu Val Pro Gly Ser Trp Trp Pro Gin Trp Ala Gly Phe Leu Thr Gin 
530 535 540 

His Gly Gly Lys Lys Val Lys Pro Lys Ala Lys Pro Gly Asn Ala Arg 
545 550 555 560 

Tyr Thr Ala lie Glu Ala Ala Pro Gly Arg Tyr Val Lys Ala Lys Gly 
565 570 575 

Gly Ser Met Ser Ala Gin Ser Leu Glu Val Gly Gin Lys Ala Arg Leu 
580 585 590 

Ser Lys Arg Phe Gly Ala Ala Glu Val Ala Ala Phe Ala Ala Leu Ser 
595 600 605 

Glu Asp Phe Asn Pro Leu His Leu Asp Pro Ala Phe Ala Ala Thr Thr 
610 615 620 

Ala Phe Glu Arg Pro lie Val His Gly Met Leu Leu Ala Ser Leu Phe 
625 630 635 640 

Ser Gly Leu Leu Gly Gin Gin Leu Pro Gly Lys Gly Ser lie Tyr Leu 
645 650 655 

Gly Gin Ser Leu Ser Phe Lys Leu Pro Val Phe Val Gly Asp Glu Val 
660 665 670 

Thr Ala Glu Val Glu Val Thr Ala Leu Arg Glu Asp Lys Pro lie Ala 
675 680 685 

Thr Leu Thr Thr Arg lie Phe Thr Gin Gly Gly Ala Leu Ala Val Thr 
690 695 700 

Gly Glu Ala Val Val Lys Leu Pro 
705 710 
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<210> 50 
<211> 2139 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Aeromonas 
caviae and Zoogloea ramigera phb J- linker -phaC 
fusion gene 

<220> 

<221> gene 

<222> (1) . . (2139) 



<400> 50 

atgagcgcac aatccctgga agtaggccag aaggcccgtc tcagcaagcg gttcggggcg 60 
gcggaggtag ccgccttcgc cgcgctctcg gaggacttca accccctgca cctggacccg 12 0 
gccttcgccg ccaccacggc gttcgagcgg cccatagtcc acggcatgct gctcgccagc 180 
ctcttctccg ggctgctggg ccagcagttg ccgggcaagg ggagcatcta tctgggtcaa 240 
agcctcagct tcaagctgcc ggtctttgtc ggggacgagg tgacggccga ggtggaggtg 300 
accgcccttc gcgaggacaa gcccatcgcc accctgacca cccgcatctt cacccaaggc 36 0 
ggcgccctcg ccgtgacggg ggaagccgtg gtcaagctgc ctggatccat gaatttgccc 42 0 
gatccgcaag ccattgccaa cgcctggatg tcccaggtgg gcgaccccag ccaatggcaa 480 
tcctggttca gcaaggcgcc caccaccgag gcgaacccga tggccaccat gttgcaggat 540 
atcggcgttg cgctcaaacc ggaagcgatg gagcagctga aaaacgatta tctgcgtgac 600 
ttcaccgcgt tgtggcagga ttttttggct ggcaaggcgc cagccgtcca gcgaccgcgc 660 
ttcagctcgg cagcctggca gggcaatccg atgtcggcct tcaatgccgc atcttacctg 720 
ctcaacgcca aattcctcag tgccatggtg gaggcggtgg acaccgcacc ccagcaaaag 780 
cagaaaatac gctttgccgt gcagcaggtg attgatgcca tgtcgcccgc gaacttcctc 840 
gccaccaacc cggaagcgca gcaaaaactg attgaaacca agggcgagag cctgacgcgt 900 
ggcctggtca atatgctggg cgatatcaat atgctgggcg atatcaacaa cggccatatc 960 
tcgctgtcgg acgaatcggc ctttgaagtg ggccgcaacc tggccattac cccgggcacc 102 0 
gtgatttacg aaaatccgct gttccagctg atccagtaca cgccgaccac gccgacggtc 1080 
agccagcgcc cgctgttgat ggtgccgccg tgcatcaaca agttctacat cctcgacctg 1140 
caaccggaaa attcgctggt gcgctacgcg gtggagcagg gcaacaccgt gttcctgatc 1200 
tcgtggagca atccggacaa gtcgctggcc ggcaccacct gggacgacta cgtggagcag 1260 
ggcgtgatcg aagcgatccg catcgtccag gacgtcagcg gccaggacaa gctgaacatg 1320 
ttcggcttct gcgtgggcgg caccatcgtt gccaccgcac tggcggtact ggcggcgcgt 1380 
ggccagcacc cggcggccag cctgaccctg ctgaccacct tcctcgactt cagcgacacc 1440 
gggtgctcga cgtcttgtcg agaaacccag gtcgcgctgc gtgaacagca attgcgcgat 1500 
ggcggcctga tgccgggccg tgacctggcc tcgaccttct cgagcctgcg tccgaacgac 1560 
ctggtatgga actatgtgca gtcgaactac ctcaaaggca atgagccggc ggcgtttgac 1620 
ctgctgttct ggaattcgga cagcaccaat ttgccgggcc cgatgttctg ctggtacctg 1680 
cgcaacacct acctggaaaa cagcctgaaa gtgccgggca agctgacggt ggccggcgaa 1740 
aagatcgacc tcggcctgat cgacgccccg gccttcatct acggttcgcg cgaagaccac 1800 
atcgtgccgt ggatgtcggc gtacggttcg ctcgacatcc tgaaccaggg caagccgggc 1860 
gccaaccgct tcgtgctggg cgcgtccggc catatcgccg gcgtgatcaa ctcggtggcc 1920 
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aagaacaagc gcacgtactg gatcaacgac ggtggcgccg ccgatgccca ggcctggttc 1980 

gatggcgcgc aggaagtgcc gggcagctgg tggccgcaat gggccgggtt cctgacccag 2 040 

catggcggca agaaggtcaa gcccaaggcc aagcccggca acgcccgcta caccgcgatc 2100 

gaggcggcgc ccggccgtta cgtcaaagcc aagggctga 2139 

<210> 51 
<211> 712 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: (R) - specific 
enoyl-CoA transferase Synthase Fusion Protein 

<220> 

<221> PEPTIDE 
<222> (1)..(712) 

<400> 51 

Met Ser Ala Gin Ser Leu Glu Val Gly Gin Lys Ala Arg Leu Ser Lys 
15 10 15 

Arg Phe Gly Ala Ala Glu Val Ala Ala Phe Ala Ala Leu Ser Glu Asp 
20 25 30 

Phe Asn Pro Leu His Leu Asp Pro Ala Phe Ala Ala Thr Thr Ala Phe 
35 40 45 

Glu Arg Pro lie Val His Gly Met Leu Leu Ala Ser Leu Phe Ser Gly 
50 55 60 

Leu Leu Gly Gin Gin Leu Pro Gly Lys Gly Ser lie Tyr Leu Gly Gin 
65 70 75 80 

Ser Leu Ser Phe Lys Leu Pro Val Phe Val Gly Asp Glu Val Thr Ala 
85 90 95 

Glu Val Glu Val Thr Ala Leu Arg Glu Asp Lys Pro lie Ala Thr Leu 
100 105 110 

Thr Thr Arg lie Phe Thr Gin Gly Gly Ala Leu Ala Val Thr Gly Glu 
115 120 125 

Ala Val Val Lys Leu Pro Gly Ser Met Asn Leu Pro Asp Pro Gin Ala 
130 135 140 

lie Ala Asn Ala Trp Met Ser Gin Val Gly Asp Pro Ser Gin Trp Gin 
145 150 155 160 
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Ser Trp Phe Ser Lys Ala Pro Thr Thr Glu Ala Asn Pro Met Ala Thr 
165 170 175 



Met Leu Gin Asp lie Gly Val Ala Leu Lys Pro Glu Ala Met Glu Gin 
180 185 190 

Leu Lys Asn Asp Tyr Leu Arg Asp Phe Thr Ala Leu Trp Gin Asp Phe 
195 200 205 

Leu Ala Gly Lys Ala Pro Ala Val Gin Arg Pro Arg Phe Ser Ser Ala 
210 215 220 

Ala Trp Gin Gly Asn Pro Met Ser Ala Phe Asn Ala Ala Ser Tyr Leu 
225 230 235 240 

Leu Asn Ala Lys Phe Leu Ser Ala Met Val Glu Ala Val Asp Thr Ala 
245 250 255 

Pro Gin Gin Lys Gin Lys lie Arg Phe Ala Val Gin Gin Val lie Asp 
260 265 270 

Ala Met Ser Pro Ala Asn Phe Leu Ala Thr Asn Pro Glu Ala Gin Gin 
275 280 285 

Lys Leu lie Glu Thr Lys Gly Glu Ser Leu Thr Arg Gly Leu Val Asn 
290 295 300 

Met Leu Gly Asp lie Asn Met Leu Gly Asp lie Asn Asn Gly His lie 
305 310 315 320 

Ser Leu Ser Asp Glu Ser Ala Phe Glu Val Gly Arg Asn Leu Ala lie 
325 330 335 

Thr Pro Gly Thr Val lie Tyr Glu Asn Pro Leu Phe Gin Leu lie Gin 
340 345 350 

Tyr Thr Pro Thr Thr Pro Thr Val Ser Gin Arg Pro Leu Leu Met Val 
355 360 365 

Pro Pro Cys lie Asn Lys Phe Tyr lie Leu Asp Leu Gin Pro Glu Asn 
370 375 380 

Ser Leu Val Arg Tyr Ala Val Glu Gin Gly Asn Thr Val Phe Leu lie 
385 390 395 400 

Ser Trp Ser Asn Pro Asp Lys Ser Leu Ala Gly Thr Thr Trp Asp Asp 
405 410 415 
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Tyr Val Glu Gin Gly Val lie Glu Ala lie Arg lie Val Gin Asp Val 
420 425 430 



Ser Gly Gin Asp Lys Leu Asn Met Phe Gly Phe Cys Val Gly Gly Thr 
435 440 445 

lie Val Ala Thr Ala Leu Ala Val Leu Ala Ala Arg Gly Gin His Pro 
450 455 460 

Ala Ala Ser Leu Thr Leu Leu Thr Thr Phe Leu Asp Phe Ser Asp Thr 
465 470 475 480 

Gly Cys Ser Thr Ser Cys Arg Glu Thr Gin Val Ala Leu Arg Glu Gin 
485 490 495 

Gin Leu Arg Asp Gly Gly Leu Met Pro Gly Arg Asp Leu Ala Ser Thr 
500 505 510 

Phe Ser Ser Leu Arg Pro Asn Asp Leu Val Trp Asn Tyr Val Gin Ser 
515 520 525 

Asn Tyr Leu Lys Gly Asn Glu Pro Ala Ala Phe Asp Leu Leu Phe Trp 
530 535 540 

Asn Ser Asp Ser Thr Asn Leu. Pro Gly Pro Met Phe Cys Trp Tyr Leu 
545 550 555 560 

Arg Asn Thr Tyr Leu Glu Asn Ser Leu Lys Val Pro Gly Lys Leu Thr 
565 570 575 

Val Ala Gly Glu Lys lie Asp Leu Gly Leu lie Asp Ala Pro Ala Phe 
580 585 590 

lie Tyr Gly Ser Arg Glu Asp His lie Val Pro Trp Met Ser Ala Tyr 
595 600 605 

Gly Ser Leu Asp lie Leu Asn Gin Gly Lys Pro Gly Ala Asn Arg Phe 
610 615 620 

Val Leu Gly Ala Ser Gly His lie Ala Gly Val He Asn Ser Val Ala 
625 630 635 640 

Lys Asn Lys Arg Thr Tyr Trp He Asn Asp Gly Gly Ala Ala Asp Ala 
645 650 655 

Gin Ala Trp Phe Asp Gly Ala Gin Glu Val Pro Gly Ser Trp Trp Pro 
660 665 670 
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Gin Trp Ala Gly Phe Leu Thr Gin His Gly Gly Lys Lys Val Lys Pro 
675 680 685 



Lys Ala Lys Pro Gly Asn Ala Arg Tyr Thr Ala lie Glu Ala Ala Pro 

690 695 700 

Gly Arg Tyr Val Lys Ala Lys Gly 

705 710 



<210> 52 
<211> 1185 
<212> DNA 

<213> Aeromonas caviae 



<220> 

<221> gene 

<222> (1) . . (1185) 

<223> bktB gene 



<400> 52 

atgacgcgtg aagtggtagt ggtaagcggt gtccgtaccg cgatcgggac ctttggcggc 60 
agcctgaagg atgtggcacc ggcggagctg ggcgcactgg tggtgcgcga ggcgctggcg 120 
cgcgcgcagg tgtcgggcga cgatgtcggc cacgtggtat tcggcaacgt gatccagacc 180 
gagccgcgcg acatgtatct gggccgcgtc gcggccgtca acggcggggt gacgatcaac 240 
gcccccgcgc tgaccgtgaa ccgcctgtgc ggctcgggcc tgcaggccat tgtcagcgcc 300 
gcgcagacca tcctgctggg cgataccgac gtcgccatcg gcggcggcgc ggaaagcatg 360 
agccgcgcac cgtacctggc gccggcagcg cgctggggcg cacgcatggg cgacgccggc 420 
ctggtcgaca tgatgctggg tgcgctgcac gatcccttcc atcgcatcca catgggcgtg 480 
accgccgaga atgtcgccaa ggaatacgac atctcgcgcg cgcagcagga cgaggccgcg 540 
ctggaatcgc accgccgcgc ttcggcagcg atcaaggccg gctacttcaa ggaccagatc 600 
gtcccggtgg tgagcaaggg ccgcaagggc gacgtgacct tcgacaccga cgagcacgtg 66 0 
cgccatgacg ccaccatcga cgacatgacc aagctcaggc cggtcttcgt caaggaaaac 720 
ggcacggtca cggccggcaa tgcctcgggc ctgaacgacg ccgccgccgc ggtggtgatg 780 
atggagcgcg ccgaagccga gcgccgcggc ctgaagccgc tggcccgcct ggtgtcgtac 840 
ggccatgccg gcgtggaccc gaaggccatg ggcatcggcc cggtgccggc gacgaagatc 900 
gcgctggagc gcgccggcct gcaggtgtcg gacctggacg tgatcgaagc caacgaagcc 960 
tttgccgcac aggcgtgcgc cgtgaccaag gcgctcggtc tggacccggc caaggttaac 1020 
ccgaacggct cgggcatctc gctgggccac ccgatcggcg ccaccggtgc cctgatcacg 1080 
gtgaaggcgc tgcatgagct gaaccgcgtg cagggccgct acgcgctggt gacgatgtgc 1140 
atcggcggcg ggcagggcat tgccgccatc ttcgagcgta tctga 1185 

<210> 53 
<211> 394 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: thiolase II 
<220> 

<221> PEPTIDE 
<222> (1) . . (394) 

<400> 53 

Met Thr Arg Glu Val Val Val Val Ser Gly Val Arg Thr Ala lie Gly 
15 10 15 

Thr Phe Gly Gly Ser Leu Lys Asp Val Ala Pro Ala Glu Leu Gly Ala 
20 25 30 

Leu Val Val Arg Glu Ala Leu Ala Arg Ala Gin Val Ser Gly Asp Asp 
35 40 45 

Val Gly His Val Val Phe Gly Asn Val lie Gin Thr Glu Pro Arg Asp 
50 55 60 

Met Tyr Leu Gly Arg Val Ala Ala Val Asn Gly Gly Val Thr lie Asn 
65 70 75 80 

Ala Pro Ala Leu Thr Val Asn Arg Leu Cys Gly Ser Gly Leu Gin Ala 
85 90 95 

lie Val Ser Ala Ala Gin Thr lie Leu Leu Gly Asp Thr Asp Val Ala 
100 105 110 

lie Gly Gly Gly Ala Glu Ser Met Ser Arg Ala Pro Tyr Leu Ala Pro 
115 120 125 

Ala Ala Arg Trp Gly Ala Arg Met Gly Asp Ala Gly Leu Val Asp Met 
130 135 140 

Met Leu Gly Ala Leu His Asp Pro Phe His Arg lie His Met Gly Val 
145 150 155 160 

Thr Ala Glu Asn Val Ala Lys Glu Tyr Asp lie Ser Arg Ala Gin Gin 
165 170 175 

Asp Glu Ala Ala Leu Glu Ser His Arg Arg Ala Ser Ala Ala lie Lys 
180 185 190 

Ala Gly Tyr Phe Lys Asp Gin lie Val Pro Val Val Ser Lys Gly Arg 
195 200 205 

Lys Gly Asp Val Thr Phe Asp Thr Asp Glu His Val Arg His Asp Ala 
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210 



215 



220 



Thr lie Asp Asp Met 
225 

Gly Thr Val Thr Ala 
245 

Ala Val Val Met Met 
260 

Pro Leu Ala Arg Leu 
275 

Ala Met Gly lie Gly 
290 

Ala Gly Leu Gin Val 
305 

Phe Ala Ala Gin Ala 
325 

Ala Lys Val Asn Pro 
340 

Gly Ala Thr Gly Ala 
355 

Arg Val Gin Gly Arg 
370 

Gin Gly lie Ala Ala 
385 



Thr Lys Leu Arg Pro Val 
230 235 

Gly Asn Ala Ser Gly Leu 
250 

Glu Arg Ala Glu Ala Glu 
265 

Val Ser Tyr Gly His Ala 
280 

Pro Val Pro Ala Thr Lys 
295 

Ser Asp Leu Asp Val lie 
310 315 

Cys Ala Val Thr Lys Ala 
330 

Asn Gly Ser Gly lie Ser 
345 

Leu lie Thr Val Lys Ala 
360 

Tyr Ala Leu Val Thr Met 
375 

lie Phe Glu Arg lie 
390 



Phe Val Lys Glu Asn 
240 

Asn Asp Ala Ala Ala 
255 

Arg Arg Gly Leu Lys 
270 

Gly Val Asp Pro Lys 
285 

lie Ala Leu Glu Arg 
300 

Glu Ala Asn Glu Ala 
320 

Leu Gly Leu Asp Pro 
335 

Leu Gly His Pro lie 
350 

Leu His Glu Leu Asn 
365 

Cys lie Gly Gly Gly 
380 



<210> 54 
<211> 43 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- Al II up I 

<400> 54 

ggaattcagg aggttttatg acgcgtgaag tggtagtggt aag 
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<210> 55 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description o£ Artificial Sequence: 
oligonucleotide primer- Al-II up II 

<400> 55 

cgggatccga tacgctcgaa gatggcggc 2 9 

<210> 56 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- Al-II dw I 

<400> 56 

cgggatccac gcgtgaagtg gtagtggtaa g 31 

<210> 57 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
oligonucleotide primer- Al-II dw II 

<400> 57 

gctctagaag ctttcagata cgctcgaaga tggcggc 37 

<210> 58 
<211> 1929 
<212> DNA 

<213> Ralstonia eutropha 
<220> 

<221> gene 

<222> (1) . . (1929) 

<223> bktB-linker-phbB fusion gene 
<400> 58 

atgacgcgtg aagtggtagt ggtaagcggt gtccgtaccg cgatcgggac ctttggcggc 60 
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agcctgaagg atgtggcacc ggcggagctg ggcgcactgg tggtgcgcga ggcgctggcg 12 0 
cgcgcgcagg tgtcgggcga cgatgtcggc cacgtggtat tcggcaacgt gatccagacc 180 
gagccgcgcg acatgtatct gggccgcgtc gcggccgtca acggcggggt gacgatcaac 240 
gcccccgcgc tgaccgtgaa ccgcctgtgc ggctcgggcc tgcaggccat tgtcagcgcc 3 00 
gcgcagacca tcctgctggg cgataccgac gtcgccatcg gcggcggcgc ggaaagcatg 360 
agccgcgcac cgtacctggc gccggcagcg cgctggggcg cacgcatggg cgacgccggc 42 0 
ctggtcgaca tgatgctggg tgcgctgcac gatcccttcc atcgcatcca catgggcgtg 4 80 
accgccgaga atgtcgccaa ggaatacgac atctcgcgcg cgcagcagga cgaggccgcg 540 
ctggaatcgc accgccgcgc ttcggcagcg atcaaggccg gctacttcaa ggaccagatc 6 00 
gtcccggtgg tgagcaaggg ccgcaagggc gacgtgacct tcgacaccga cgagcacgtg 660 
cgccatgacg ccaccatcga cgacatgacc aagctcaggc cggtcttcgt caaggaaaac 72 0 
ggcacggtca cggccggcaa tgcctcgggc ctgaacgacg ccgccgccgc ggtggtgatg 7 80 
atggagcgcg ccgaagccga gcgccgcggc ctgaagccgc tggcccgcct ggtgtcgtac 84 0 
ggccatgccg gcgtggaccc gaaggccatg ggcatcggcc cggtgccggc gacgaagatc 900 
gcgctggagc gcgccggcct gcaggtgtcg gacctggacg tgatcgaagc caacgaagcc 960 
tttgccgcac aggcgtgcgc cgtgaccaag gcgctcggtc tggacccggc caaggttaac 102 0 
ccgaacggct cgggcatctc gctgggccac ccgatcggcg ccaccggtgc cctgatcacg 10 80 
gtgaaggcgc tgcatgagct gaaccgcgtg cagggccgct acgcgctggt gacgatgtgc 1140 
atcggcggcg ggcagggcat tgccgccatc ttcgagcgta tcggatccat gactcagcgc 1200 
attgcgtatg tgaccggcgg catgggtggt atcggaaccg ccatttgcca gcggctggcc 12 60 
aaggatggct ttcgtgtggt ggccggttgc ggccccaact cgccgcgccg cgaaaagtgg 1320 
ctggagcagc agaaggccct gggcttcgat ttcattgcct cggaaggcaa tgtggctgac 13 80 
tgggactcga ccaagaccgc attcgacaag gtcaagtccg aggtcggcga ggttgatgtg 1440 
ctgatcaaca acgccggtat cacccgcgac gtggtgttcc gcaagatgac ccgcgccgac 1500 
tgggatgcgg tgatcgacac caacctgacc tcgctgttca acgtcaccaa gcaggtgatc 1560 
gacggcatgg ccgaccgtgg ctggggccgc atcgtcaaca tctcgtcggt gaacgggcag 1620 
aagggccagt tcggccagac caactactcc accgccaagg ccggcctgca tggcttcacc 16 80 
atggcactgg cgcaggaagt ggcgaccaag ggcgtgaccg tcaacacggt ctctccgggc 1740 
tatatcgcca ccgacatggt caaggcgatc cgccaggacg tgctcgacaa gatcgtcgcg 1800 
acgatcccgg tcaagcgcct gggcctgccg gaagagatcg cctcgatctg cgcctggttg 186 0 
tcgtcggagg agtccggttt ctcgaccggc gccgacttct cgctcaacgg cggcctgcat 192 0 
atgggctga 192 9 

<210> 59 
<211> 642 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Thiolase II 
Reductase Fusion Protein 

<400> 59 

Met Thr Arg Glu Val Val Val Val Ser Gly Val Arg Thr Ala lie Gly 
15 10 15 

Thr Phe Gly Gly Ser Leu Lys Asp Val Ala Pro Ala Glu Leu Gly Ala 
20 25 30 
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Leu Val Val Arg Glu Ala Leu Ala Arg Ala Gin Val Ser Gly Asp Asp 
35 40 45 



■ z 



Val Gly His Val Val Phe Gly Asn Val lie Gin Thr Glu Pro Arg Asp 
50 55 60 

Met Tyr Leu Gly Arg Val Ala Ala Val Asn Gly Gly Val Thr lie Asn 
65 70 75 80 

Ala Pro Ala Leu Thr Val Asn Arg Leu Cys Gly Ser Gly Leu Gin Ala 
85 90 95 

lie Val Ser Ala Ala Gin Thr lie Leu Leu Gly Asp Thr Asp Val Ala 
100 105 110 

lie Gly Gly Gly Ala Glu Ser Met Ser Arg Ala Pro Tyr Leu Ala Pro 
115 120 125 

Ala Ala Arg Trp Gly Ala Arg Met Gly Asp Ala Gly Leu Val Asp Met 
130 135 140 

Met Leu Gly Ala Leu His Asp Pro Phe His Arg lie His Met Gly Val 
145 150 155 160 

Thr Ala Glu Asn Val Ala Lys Glu Tyr Asp lie Ser Arg Ala Gin Gin 
165 170 175 

Asp Glu Ala Ala Leu Glu Ser His Arg Arg Ala Ser Ala Ala lie Lys 
180 185 190 

Ala Gly Tyr Phe Lys Asp Gin lie Val Pro Val Val Ser Lys Gly Arg 
195 200 205 

Lys Gly Asp Val Thr Phe Asp Thr Asp Glu His Val Arg His Asp Ala 
210 215 220 

Thr lie Asp Asp Met Thr Lys Leu Arg Pro Val Phe Val Lys Glu Asn 
225 230 235 240 

Gly Thr Val Thr Ala Gly Asn Ala Ser Gly Leu Asn Asp Ala Ala Ala 
245 250 255 

Ala Val Val Met Met Glu Arg Ala Glu Ala Glu Arg Arg Gly Leu Lys 
260 265 270 

Pro Leu Ala Arg Leu Val Ser Tyr Gly His Ala Gly Val Asp Pro Lys 
275 280 285 
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Ala Met Gly He Gly Pro Val Pro Ala Thr Lys He Ala Leu Glu Arg 
290 295 300 



Ala Gly Leu Gin Val Ser Asp Leu Asp Val lie Glu Ala Asn Glu Ala 
305 310 315 320 

Phe Ala Ala Gin Ala Cys Ala Val Thr Lys Ala Leu Gly Leu Asp Pro 
325 330 335 

Ala Lys Val Asn Pro Asn Gly Ser Gly He Ser Leu Gly His Pro He 
340 345 350 

Gly Ala Thr Gly Ala Leu He Thr Val Lys Ala Leu His Glu Leu Asn 
355 360 365 

Arg Val Gin Gly Arg Tyr Ala Leu Val Thr Met Cys He Gly Gly Gly 
370 375 380 

Gin Gly He Ala Ala He Phe Glu Arg He Gly Ser Met Thr Gin Arg 
385 390 395 400 

He Ala Tyr Val Thr Gly Gly Met Gly Gly He Gly Thr Ala He Cys 
405 410 415 

Gin Arg Leu Ala Lys Asp Gly Phe Arg Val Val Ala Gly Cys Gly Pro 
420 425 430 

Asn Ser Pro Arg Arg Glu Lys Trp Leu Glu Gin Gin Lys Ala Leu Gly 
435 440 445 

Phe Asp Phe He Ala Ser Glu Gly Asn Val Ala Asp Trp Asp Ser Thr 
450 455 460 

Lys Thr Ala Phe Asp Lys Val Lys Ser Glu Val Gly Glu Val Asp Val 
465 470 475 480 

Leu He Asn Asn Ala Gly He Thr Arg Asp Val Val Phe Arg Lys Met 
485 490 495 

Thr Arg Ala Asp Trp Asp Ala Val He Asp Thr Asn Leu Thr Ser Leu 
500 505 510 

Phe Asn Val Thr Lys Gin Val He Asp Gly Met Ala Asp Arg Gly Trp 
515 520 525 

Gly Arg He Val Asn He Ser Ser Val Asn Gly Gin Lys Gly Gin Phe 
530 535 540 
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Gly Gin Thr Asn 
545 

Met Ala Leu Ala 



Val Ser Pro Gly 
580 

Asp Val Leu Asp 
595 

Leu Pro Glu Glu 
610 

Ser Gly Phe Ser 
625 

a 

Met Gly 



Tyr Ser Thr Ala 
550 

Gin Glu Val Ala 
565 

Tyr lie Ala Thr 



Lys lie Val Ala 
600 

lie Ala Ser lie 
615 

Thr Gly Ala Asp 
630 



Lys Ala Gly Leu 
555 

Thr Lys Gly Val 
570 

Asp Met Val Lys 
585 

Thr lie Pro Val 



Cys Ala Trp Leu 
620 

Phe Ser Leu Asn 
635 



His Gly Phe Thr 
560 

Thr Val Asn Thr 
575 

Ala lie Arg Gin 
590 

Lys Arg Leu Gly 
605 

Ser Ser Glu Glu 



Gly Gly Leu His 
640 



<210> 60 
<211> 1929 
<212> DNA 

<213> Ralstonia eutropha 
<220> 

<221> gene 

<222> (1) . . (1929) 

<223> phbB-linker-bktB fusion gene 
<400> 60 

atgactcagc gcattgcgta tgtgaccggc ggcatgggtg gtatcggaac cgccatttgc 60 
cagcggctgg ccaaggatgg ctttcgtgtg gtggccggtt gcggccccaa ctcgccgcgc 12 0 
cgcgaaaagt ggctggagca gcagaaggcc ctgggcttcg atttcattgc ctcggaaggc 180 
aatgtggctg actgggactc gaccaagacc gcattcgaca aggtcaagtc cgaggtcggc 240 
gaggttgatg tgctgatcaa caacgccggt atcacccgcg acgtggtgtt ccgcaagatg 300 
acccgcgccg actgggatgc ggtgatcgac accaacctga cctcgctgtt caacgtcacc 360 
aagcaggtga tcgacggcat ggccgaccgt ggctggggcc gcatcgtcaa catctcgtcg 42 0 
gtgaacgggc agaagggcca gttcggccag accaactact ccaccgccaa ggccggcctg 480 
catggcttca ccatggcact ggcgcaggaa gtggcgacca agggcgtgac cgtcaacacg 54 0 
gtctctccgg gctatatcgc caccgacatg gtcaaggcga tccgccagga cgtgctcgac 600 
aagatcgtcg cgacgatccc ggtcaagcgc ctgggcctgc cggaagagat cgcctcgatc 660 
tgcgcctggt tgtcgtcgga ggagtccggt ttctcgaccg gcgccgactt ctcgctcaac 720 
ggcggcctgc atatgggcgg atccatgacg cgtgaagtgg tagtggtaag cggtgtccgt 7 80 
accgcgatcg ggacctttgg cggcagcctg aaggatgtgg caccggcgga gctgggcgca 840 
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ctggtggtgc gcgaggcgct ggcgcgcgcg caggtgtcgg gcgacgatgt cggccacgtg 900 
gtattcggca acgtgatcca gaccgagccg cgcgacatgt atctgggccg cgtcgcggcc 96 0 
gtcaacggcg gggtgacgat caacgccccc gcgctgaccg tgaaccgcct gtgcggctcg 102 0 
ggcctgcagg ccattgtcag cgccgcgcag accatcctgc tgggcgatac cgacgtcgcc 1080 
atcggcggcg gcgcggaaag catgagccgc gcaccgtacc tggcgccggc agcgcgctgg 114 0 
ggcgcacgca tgggcgacgc cggcctggtc gacatgatgc tgggtgcgct gcacgatccc 12 00 
ttccatcgca tccacatggg cgtgaccgcc gagaatgtcg ccaaggaata cgacatctcg 12 60 
cgcgcgcagc aggacgaggc cgcgctggaa tcgcaccgcc gcgcttcggc agcgatcaag 1320 
gccggctact tcaaggacca gatcgtcccg gtggtgagca agggccgcaa gggcgacgtg 13 80 
accttcgaca ccgacgagca cgtgcgccat gacgccacca tcgacgacat gaccaagctc 1440 
aggccggtct tcgtcaagga aaacggcacg gtcacggccg gcaatgcctc gggcctgaac 1500 
gacgccgccg ccgcggtggt gatgatggag cgcgccgaag ccgagcgccg cggcctgaag 1560 
ccgctggccc gcctggtgtc gtacggccat gccggcgtgg acccgaaggc catgggcatc 162 0 
ggcccggtgc cggcgacgaa gatcgcgctg gagcgcgccg gcctgcaggt gtcggacctg 16 80 
gacgtgatcg aagccaacga agcctttgcc gcacaggcgt gcgccgtgac caaggcgctc 1740 
ggtctggacc cggccaaggt taacccgaac ggctcgggca tctcgctggg ccacccgatc 1800 
ggcgccaccg gtgccctgat cacggtgaag gcgctgcatg agctgaaccg cgtgcagggc 186 0 
cgctacgcgc tggtgacgat gtgcatcggc ggcgggcagg gcattgccgc catcttcgag 1920 
cgtatctga 1929 

<210> 61 
<211> 642 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Reductase 
Thiolase II Fusion Protein 

<220> 

<221> PEPTIDE 
<222> (1) . . (642) 

<400> 61 

Met Thr Gin Arg lie Ala Tyr Val Thr Gly Gly Met Gly Gly lie Gly 
15 10 15 

Thr Ala lie Cys Gin Arg Leu Ala Lys Asp Gly Phe Arg Val Val Ala 
20 25 30 

Gly Cys Gly Pro Asn Ser Pro Arg Arg Glu Lys Trp Leu Glu Gin Gin 
35 40 45 

Lys Ala Leu Gly Phe Asp Phe lie Ala Ser Glu Gly Asn Val Ala Asp 
50 55 60 

Trp Asp Ser Thr Lys Thr Ala Phe Asp Lys Val Lys Ser Glu Val Gly 
65 70 75 80 



56 



Glu Val Asp Val Leu lie Asn Asn Ala Gly lie Thr Arg Asp Val Val 
85 90 95 

Phe Arg Lys Met Thr Arg Ala Asp Trp Asp Ala Val lie Asp Thr Asn 
100 105 110 

Leu Thr Ser Leu Phe Asn Val Thr Lys Gin Val lie Asp Gly Met Ala 
115 120 125 

Asp Arg Gly Trp Gly Arg lie Val Asn lie Ser Ser Val Asn Gly Gin 
130 135 140 

Lys Gly Gin Phe Gly Gin Thr Asn Tyr Ser Thr Ala Lys Ala Gly Leu 
145 150 155 160 

His Gly Phe Thr Met Ala Leu Ala Gin Glu Val Ala Thr Lys Gly Val 
165 170 175 

Thr Val Asn Thr Val Ser Pro Gly Tyr lie Ala Thr Asp Met Val Lys 
180 185 190 

Ala lie Arg Gin Asp Val Leu Asp Lys lie Val Ala Thr lie Pro Val 
195 200 205 

Lys Arg Leu Gly Leu Pro Glu Glu lie Ala Ser lie Cys Ala Trp Leu 
210 215 220 

Ser Ser Glu Glu Ser Gly Phe Ser Thr Gly Ala Asp Phe Ser Leu Asn 
225 230 235 240 

Gly Gly Leu His Met Gly Gly Ser Met Thr Arg Glu Val Val Val Val 
245 250 255 

Ser Gly Val Arg Thr Ala lie Gly Thr Phe Gly Gly Ser Leu Lys Asp 
260 265 270 

Val Ala Pro Ala Glu Leu Gly Ala Leu Val Val Arg Glu Ala Leu Ala 
275 280 285 

Arg Ala Gin Val Ser Gly Asp Asp Val Gly His Val Val Phe Gly Asn 
290 295 300 

Val lie Gin Thr Glu Pro Arg Asp Met Tyr Leu Gly Arg Val Ala Ala 
305 310 315 320 

Val Asn Gly Gly Val Thr lie Asn Ala Pro Ala Leu Thr Val Asn Arg 
325 330 335 
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Leu Cys Gly Ser Gly Leu Gin Ala lie Val Ser Ala Ala Gin Thr lie 
340 345 350 

Leu Leu Gly Asp Thr Asp Val Ala lie Gly Gly Gly Ala Glu Ser Met 
355 360 365 

Ser Arg Ala Pro Tyr Leu Ala Pro Ala Ala Arg Trp Gly Ala Arg Met 
370 375 380 

Gly Asp Ala Gly Leu Val Asp Met Met Leu Gly Ala Leu His Asp Pro 
385 390 395 400 

Phe His Arg lie His Met Gly Val Thr Ala Glu Asn Val Ala Lys Glu 
405 410 415 

Tyr Asp lie Ser Arg Ala Gin Gin Asp Glu Ala Ala Leu Glu Ser His 
420 425 430 

J] Arg Arg Ala Ser Ala Ala lie Lys Ala Gly Tyr Phe Lys Asp Gin lie 

yj 435 440 445 

fPi 

41 Val Pro Val Val Ser Lys Gly Arg Lys Gly Asp Val Thr Phe Asp Thr 

ffl 450 455 460 

"'""-^ Asp Glu His Val Arg His Asp Ala Thr lie Asp Asp Met Thr Lys Leu 

^ 465 470 475 480 

Arg Pro Val Phe Val Lys Glu Asn Gly Thr Val Thr Ala Gly Asn Ala 
^ 485 490 495 

Ser Gly Leu Asn Asp Ala Ala Ala Ala Val Val Met Met Glu Arg Ala 
500 505 510 

Glu Ala Glu Arg Arg Gly Leu Lys Pro Leu Ala Arg Leu Val Ser Tyr 
515 520 525 

Gly His Ala Gly Val Asp Pro Lys Ala Met Gly lie Gly Pro Val Pro 
530 535 540 

Ala Thr Lys lie Ala Leu Glu Arg Ala Gly Leu Gin Val Ser Asp Leu 
545 550 555 560 

Asp Val lie Glu Ala Asn Glu Ala Phe Ala Ala Gin Ala Cys Ala Val 
565 570 575 

Thr Lys Ala Leu Gly Leu Asp Pro Ala Lys Val Asn Pro Asn Gly Ser 
580 585 590 
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Gly lie Ser Leu Gly His Pro lie Gly Ala Thr Gly Ala Leu He Thr 
595 600 605 



Val Lys Ala Leu His Glu Leu Asn Arg Val Gin Gly Arg Tyr Ala Leu 
610 615 620 

Val Thr Met Cys He Gly Gly Gly Gin Gly He Ala Ala He Phe Glu 
625 630 635 640 



Arg He 



